NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263507 
197 

3.0e-15 

120 

35 

(AC004044; 



hypothetical protein [Arabidopsis thaliana] 



226547 

LIB3189-002-P1-K1-E6 

BLASTX 

g3885511 

390 

7.0e-38 

97 

79 

(AF084200) similar to PSI-K subunit of photosystem I 
barley [Medicago sativa] 



from 



Seq. No. 


226548 


Sea ID 




Method 


BLASTX 


NCBI GI 


g70644 


BLAST score 


531 


E value 


2.0e-54 


Match lpncrt*h 


109 


% identltv 


19 


MPRT Dp spTi ni" "i on 


u-uj-^ui Lxii ^Jicouioui. v-uuuuuii Id unx j_owc JL irraginenL 


Qprr Nn 

C Vi^ . LN ^ . 


^ ^ vj J *i y 


O C M . J. lJ 




Method 


BLASTX 


NCBI GT 




BLAST score 


241 


E value 


5.0e-31 


Match length 


97 


% identity 


73 


NCBI Description 


{AC006283) similar to protein Htf9C [Arabidopsis 


Seq. No. 


226550 


Seq. ID 


LIB318 9-002-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g808839 


BLAST score 


184 


E value 


l.Oe-13 


Match length 


103 


% identity 


45 


NCBI Description 


(J04186) unknown protein [Saccharomyces cerevisi; 


Seq. No. 


226551 


Seq. ID 


LIB3189-002-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4530585 


BLAST score 


349 


E value 


3.0e-33 


Match length 


83 


% identity 


75 


NCBI Description 


(AF130978) B12D protein [Ipomoea batatas] 



32301 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



226552 

LIB3189-002-P1-K1-F12 

BLASTX ^■ 

g2160185 

326 

2 . Oe-30 

86 

72 

(AC000132) Similar to S. poiribe ISP4 (gb_D83992) . 
[Arabidopsis thaliana] 

226553 

LIB318 9-002-P1-K1-F2 

BLASTX 

gl362086 

603 

7.0e-63 

121 

93 

5 -met hyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X834 99) methionine synthase 
[Catharanthus roseus] 

-226554 

LIB318 9-002-P1-K1-F3 

BLASTX 

g3914370 

245 

7.0e-21 

74 

72 

GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE PRECURSOR (GPAT) 

>gi__419754_pir S31083 glycerol-3-phosphate 

0-acyltransferase (EC 2.3.1.15) precursor - Arabidopsis 
thaliana >gi_217845_dbj_BAA00575_ (D00672) 

glycerol-3-phosphate acyltransf erase [Arabidopsis thaliana] 
>gi_217847_dbj_BAA00576_ (D00673) glycerol-3-phosphate 
acyltransf erase precursor [Arabidopsis thaliana] 

226555 

LIB3189-002-P1-K1-F4 

BLASTX 

gl709761 

466 

8.0e-47 

100 

93 

PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 27 KD SUBUNIT) >gi_126214 6_emb_CAA65660_ (X96974) 
proteasome subunit [Spinacia oleracea] 

226556 



32302 



Seq. ID 


LIB3189-002-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2829887 


BLAST score 


440- ' 


E value 


9.0e-44 


Match length 


123 


% identity 


70 


NCBI Description 


( ACO 02396 ) Hypothetical protein [Arabidopsis t ha liana 


Seq. No. 


226557 


Seq. ID 


LIB3189-002-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3927916 


BLAST score 


471 


E value 


2.0e-47 


Match length 


88 


% identity 


98 


NCBI Description 


(AJ130887) glycine-rich protein 2 [Fagus sylvatica] 


Seq. No. 


226558 


Seq. ID 


LIB318 9-002-P1-K1-G10 


.Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


443 


E value 


4.0e-44 


Match length 


92 


% identity 


88 


NCBI Description 


{AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


226559 


Seq, ID 


LIB3189-002-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


461 


E value 


3.0e-46 


Match length 


126 


% identity 


40 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana]" 


Seq. No. 


226560 


Seq. ID 


LIB3189-002-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


230 


E value 


5. Oe-19 


Match length 


43 


% identity 


95 


NCBI Description 


'(AL021687) RNase L inhibitor [Arabidopsis thaliana] 


Seq. No. 


226561 


Seq. ID 


LIB3189-002-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


366 


E value 


4.0e-35 


Match length 


105 


% identity 


68 



32303 



NCBI Description 



(AJ001304) hypothetical protein [Citrus x paradisi] 



Seq, No. 


226562 


Seq. ID 


LIB3189-002-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3335341 


BLAST score 


140 


E value 


l.Oe-08 


Match length 


96 


% identity 


38 


NCBI Description 


(AC004512) T8F5.10 [Arabidopsis thaliana] 


Seq. No. 


226563 


Seq. ID 


LIB3189-002-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2335101 


BLAST score 


473 


E value 


l.Oe-47 


Match length 


118 


% identity 


72 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226564 


Seq. ID 


LIB3189-002-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl743354 


BLAST score 


264 


E value 


7.0e-28 


Match length 


80 


% identity 


76 


NCBI Description 


(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 


Seq. No. 


226565 


Seq. ID 


LIB3189-002-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4220528 


BLAST score 


335 


E value 


2,0e-31 


Match length 


125 


% identity 


58 


NCBI Description 


(AL035356) glucose-6-phosphate isomerase [Arabidopsis 




thaliana] 


Seq. No. 


226566 


Seq. ID 


LIB3189-002-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3021485 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


66 


% identity 


82 


NCBI Description 


(AJ224932) histone H2B-3 [Lycopersicon esculentum] 


Seq, No. 


226567 


Seq. ID 


LIB3189-002-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl32086 



32304 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■:Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



213 

l.Oe-17 

75 

63 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 

(RUBISCO SMALL SUBUNIT 1) >gi_68053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) 
precursor SRSl - soybean >gi_18742_emb_CAA23736_ 
rubpcase [Glycine max] 



PRECURSOR 

small chain 
(V00458) 



226568 

LIB318 9-002-P1-K1-H3 

BLASTX 

g2772934 

407 

7.0e-40 

121 

62 

(AF030357) C-8,7 sterol isomerase; aSIl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226569 

LIB318 9-002-P1-K1-H6 

BLASTX 

gl055368 

599 

2.0e-62 

114 

99 

(U39567) 
subunit 



ribulose-1, 5-bisphosphate carboxylase small 
[Glycine max] 



226570 

LIB3189-002-P1-K1-H8 

BLASTX 

g4376233 

517 

8.-'Ge-53 

101 

93 

(X00798) L2 protein [Nicotiana debneyi] 
226571 

LIB318 9-003-P1-K1-A10 

BLASTX 

g2088654 

405 

l.Oe-39 

92 

86 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

226572 

LIB318 9-003-P1-K1-A11 

BLASTX 

g2980770 



32305 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



214 

.2.0e-17 
79 
59 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
226573 

LIB3189-003-P1-K1-A2 

BLASTX 

g2501448 

144 

2.0e-09 

40 
78 

UBIQUITiN-LIKE PROTEIN SMT3 >gi_1707372_emb_CAA67923_ 
(X99609) ubiquitin-like protein [Arabidopsis thaliana] 

226574 

LIB3189-003-P1-K1-A3 

BLASTX 

g4455208 

368 ■ 

3.0e-35 

86 

79 

(AL035440) putative protein [Arabidopsis thaliana] 
226575 

LIB3189-003-P1-K1-B1 

BLASTX 

g2245000 

156 

3.0e-10 

136 

30 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
226576 

LIB3189-003-P1-K1-B6 
..BLASTX 
g4090257 
284 

9.0e-26 

61 

89 

{AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
226577 

LIB3189-003-P1-K1-C1 

BLASTX 

g2811278 

34 5 

8.0e-33 

99 

67 

(AF043284) expansin [Gossypium hirsutum] 



32306 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226578 

LIB3189-003-P1-K1-C11 

BLASTX 

gl718097 

272 

5.0e-24 

78 

62 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir ^A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 


226579 


Seq: ID 


LIB318 9-003-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4539405 


BLAST score 


348 


E value 


4 . Oe-33 


Match length 


89 


% identity 


75 


NCBI Description 


(AL049524) putative ribosomal protein L9, cytosolic 




[Arabidopsis thaliana] 


Seq. No, 


226580 


Seq. ID 


LIB3189-003-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


326 


E value 


2 . Oe-30 


Match length 


104 


% identity 


62 


NCBI Description 


{AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


226581 


Seq. ID 


LIB3189-003-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3126967 


BLAST score 


544 


E value 


6. Oe-56 


Match length 


113 


% identity 


17 


NCBI Description 


(AF061807) polyubiquitin [Elaeagnus umbellata] 


Seq. No. 


226582 


Seq. ID 


LIB3189-00'3-Pl-Kl-D12 


Method 


BLASTX 


NCBI GI 


gl076316 


BLAST score 


260 


E value 


2.0e-22 


Match length 


71 


% identity 


58 


NCBI Description 


drought-induced protein Dil9 - Arabidopsis thaliana 



>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



32307 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226583 

LIB3189-003-P1-K1-D4 

BLASTX 

gll72874 

559 

2.0e-57 

150 

70 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_4 47134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



^Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



226584 

LIB318 9-003-P1-K1-D6 

BLASTX 

g3004565 

217 

l.Oe-17 

70 
77 

(AC003673) putative protein kinase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226585 

LIB3189-003-P1-K1-D8 

BLASTX 

g478753 

137 

9.0e-09 

26 

92 

tubulin alpha-4 chain 



- maize (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226586 

LIB3189-003-P1-K1-E1 

BLASTX 

g2286153 

523 

2.0e-53 

106 

98 

{AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
226587 

LIB3189-003-P1-K1-E10 

BLASTX 

g3122572 

287 

2.0e-26 

72 

72 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX 
SUBUNIT) >gi_1084434_piY_S52737 NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340 emb CAA59818 (X85808) 76 kOa mitochondrial 



32308 



complex I subunit ■ [Solanum tuberosum] 



Seq. No. 


226588 


Seq. ID 


LIB3189-003-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


489 


E value 


2 . Oe-49 


Match length 


117 


% identity 


83 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 




(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi 81608 pir JQll 




phosphopyruvate hydratase {EC 4.2.1,11) - Arabidopsis 




thaliana >gi 16271 emb CAA41114 (X58107) enolase 




[Arabidopsis thaliana] 


Seq. No. 


226589 


Seq. ID 


LIB3189-003-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3236237 


BLAST score 


458 


E value 


l.Oe-45 


Match length 


14 '6 


% "'identity 


60 


NCBI Description 


fAC004684) Dutative ribotol dphvdrnnpnflcjp f ATaHi Hnnc; i c* 




thaliana] 


Seq. No. 


226590 


Seq. ID 


LiB318 9-003-Pl-Kl-Fll 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST, score 


359 


E value 


2.0e-34 


Match length 


79 


% identity 


87 


NCBI Description 


(U53418} UDP-glucose dehydrogenase [Glycine max] 


Seq. No.. 


226591 


Seq. ID 


LIB3189-003-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4432825 


BLAST score 


479 


E value 


3.0e-48 


Match length 


132 


% identity 


70 


NCBI Description 


(AC006593) putative S0P2p protein [Arabidopsis thaliana' 


Seq. No. 


226592 


Seq. ID 


LIB318 9-003-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4567249 


BLAST score 


433 


E value V . 


7.0e-43 


Match length 


117.. 


% identity 


66 


NCBI Description 


{AC007070) hypothetical protein [Arabidopsis thaliana] 



32309 



Seq. No. 


226593 


Seq. ID 


LIB318 9-003-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2852640 


BLAST score 


219 


E value 


9.0e-18 


Match length 


101 


% identity 


45 


NCBI Description 


(AF007157) unknown [\ 


Seq, No. 


226594 


Seq. ID 


LIB3189-003-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2129581 


BLAST score 


666 


E value 


4.0e-70 


Match length 


141 


% identity 


93 


NCBI Description 


envelope Ca2+-ATPase 



>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226595 . 

LIB3r89-003-Pl-Kl-F9 

BLASTX 

g3335060 

178 

2.0e-13 

44 

89 

{AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4 4 68 98 9_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase {ACA2) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226596 

LIB3189 

BLASTX 

g267069 

341 

3.0e-32 

74 

86 

TUBULIN 
tubulin 
{M84696 
{M84697 



-003-Pl-Kl-GlO 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
■BLAST score 
E value 
Match length 
% identity 



226597 

LIB3189-003-P1-K1-G11 

BLASTX 

gl26894 

285 

2.0e-25 

79 

76 



32310 



NCBI Description 



MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi 319832 pir DEPUGW malate dehydrogenase {EC 1.1.1.37) 
precursor, glyoxysomal - watermelon >gi_167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 



Seq. No. 


226598 


Seq. ID 


LIB3189-003-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2253384 


BLAST score 


613 


E value 


5.0e-64 


Match length 


136 


% identity 


85 


NCBI Description 


(AF007100) biotin carboxylase 


Seq. No. 


226599 


Seq. ID 


LIB3189-003-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


392 


E value 


3.0e-38 


Match length 


91 


% identity 


91 


NCBI Description 


ubiquitin / ribosomal protein 


Seq. No. 


226600 


Seq. ID 


LIB3189-003-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g267082 


BLAST score 


490 


E value 


1. Oe-49 


Match length 


95 


% identity 


94 


NCBI Description 


TUBULIN BETA-8 CHAIN >gi 32018 




chain - Arabidopsis thaliana > 




tubulin [Arabidopsis thaliana] 


Seq. No. 


226601 


Seq. ID 


LIB3189-003-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl632822 


BLAST score 


558 


E value 


2. Oe-57 


Match length 


138 


% identity 


81 


NCBI Description 


{Y08962) transmembrane protein 




{U77297) transmembrane protein 


Seq. No. 


226602 


Seq. ID 


LIB3189-003-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


176 


E value 


5.0e-13 


Match length 


62 


%■ identity 


56 



32311 



NCBI Description 


(AC005882) 43220 [Arabidopsis 


thaliana] 


Seq. No. 


226603 




Seq. ID 


LIB3189-004-P1-K1-A10 




Method 


BLASTX 




NCBI GI 


g445613 




BLAST score 


667 




E value 


3.0e-70 




Match length 


155 




% identity 


79 




NCBI Description 


ribosomal protein L7 [Solanum 


tuberosum] 


Seq. No. 


226604 




Seq. ID 


LIB3189-004-P1-K1-A12 




Method 


BLASTX 




NCBI GI 


g82209 




BLAST score 


148 




E value 


l.Oe-09 




Match length 


66 




% identity 


47 




NCBI Description 


hypothetical protein 228 - common tobacco 



>gi_225265_prf 1211235DA ORF 228 [Nicotiana tabacum] 



Seq. No. 


226605 


^f^n TD 


T.TR^I fiQ-nn4-P1 -K1 -A4 


1. iC U ill^U 




i.N ^ O J. OX 




BLAST score 


471 


E value 


3.0e-47 


Match length 


114 


% identity 


81 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


226606 


Seq. ID 


LIB3189-004-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2982320 


BLAST score 


228 


E value 


9.0e-19 


Match length 


116 


% identity 


43 


NCBI Description 


(AF051245) hypothetical protein [Picea mariana] 


Seq. No. 


226607 


Seq. ID 


LIB318 9-004-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g585963 


BLAST score 


262 


E value 


6.0e-23 


Match length 


69 


% identity 


78 


NCBI Description . 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


226608 


Seq. ID 


LIB318 9-004-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2244740 



32312 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 



616 

3.0e-64 

138 

87 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 
226609 

LIB318 9-004 -P1-K1-C4 

BLASTX 

g730449 

545 

6.0e-56 

131 

79 

60S RIBOSOMAL PROTEIN L13-1 {COLD INDUCED PROTEIN C24A) 

>gi_4 80647_pir S37132 ribosomal protein L13.A - rape 

>gi_398 918_emb_CAA80341_ {Z22618) cold induced protein 
{BnC24A) [Brassica napus] 

226610 

LIB318 9-004-P1-K1-C6 

BLASTX 

gl22781 

268 ^ 

2.0e-23 

60 

80 . 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORE 22 9) 

>gi_82210_pir ^A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_11844_emb_CAA77 364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORE 229 [Nicotiana tabacum] 

226611 

LIB318 9-004-P1-K1-C8 

BLASTX 

g2501850 

330 

5.0e-31 

65 

94 

(AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 
226612 

LIB318 9-004 -Pl-Kl-Dl 

BLASTX 

g4206765 

228 

7.0e-19 

89 

55 

(AF104329) putative type 1 membrane protein [Arabidopsis 
thaliana] 

226613 

LIB318 9-004-P1-K1-D12 
BLASTX 



32313 





NCBI GI 


g3128176 




BLAST score 


376 




. E value 


' 4.0e-36 




Match length 


139 




% identity 


53 




NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 




Seq. No. 


226614 




Seq. ID 


LIB3189-004-P1-K1-D2 




Method 


BLASTX 




NCBI GI 


g2829893 




BLAST score 


639 




E value 


5.0e-67 




Match length 


143 




% identity 


87 




NCBI Description 


(AC002311) phosphoglucomutase [Arabidopsis thaliana] 


o 


Seq. No. 


226615 


Seq. ID 


LIB318 9-004-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


g3269283 




BLAST score 


155 




E value 


3.0e-lO 




Match length 


14 6 




% identity 


■ 22 


H= 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 




Seq. No. 


226616 




Seq. ID 


LIB318 9-004 -P1-K1-D8 




Method 


BLASTX 


*=~ 


NCBI GI 


g4580394 


J™" 


BLAST score 


238 




E value 


3.0e-20 




Match length 


68 




% identity 


65 




NCBI Description 


(AC007171) putative fatty acid elongase [Arabidopsis 






.thaliana] 




Seq. No. 


226617" 




Seq. ID 


LIB3189-004-P1-K1-E1 




Method 


BLASTX 




NCBI GI 


g2370312 




BLAST score 


536 




E value 


5.0e-55 




Match length 


123 




% identity 


80 




NCBI Description 


(AJ000995) DnaJ-like protein [Medicago sativa] >gi 3i 






(AF069507) DnaJ-like protein MsJl [Medicago sativaj 




Seq. No. 


226618 




Seq. ID 


LIB318 9-004-P1-K1-E12 




Method 


BLASTX 




NCBI GI 


g3551031 




BLAST score 


517 




E value 


7.0e-53 




Match length 


107 




% identity 


95 



32314 



NCBI Description 



{AB0114 67) chalcone synthase [Hydrangea macrophylla] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226619 

LIB3189-004-P1-K1-E5 

BLASTX 

g3123614 

594 

9.0e-62 

123 

93 

(Y17225) cyclin-dependent protein kinase p34cdc2 
[Lycopersicon esculentum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226620 

LIB3189-004-P1-K1-E9 

BLASTX 

g3892713 

191 

2,0e-23 

71 

76 

(AL033545) putative protein 



[Arabidopsis thaliana] 



Seq. ,No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226621 

LIB3189 

BLASTX- 

g267069 

331 

4.0e-31 

72 

85 

TUBULIN 
tubulin 
(M84696 
{M84697 



■004-Pl-Kl-FlO 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226622 

LIB3189-004-P1-K1-F11 

BLASTX 

g2129473 

269 

l.Oe-23 

105 

50 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



226623^ " ' 

LIB318 9-004-P1-K1-F4 

BLASTX 

gll6923 

355 

l.Oe-33 

156 ^ 
54 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 
>gi_111414_pir S13520 beta-COP protein - rat 



32315 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NQBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

226624 

LIB3189-004-P1-K1-F6 

BLASTX 

g3876865 

161 

5.0e-ll 

73 

40 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8..5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

226625 

LIB3189-004-P1-K1-G11 

BLASTX 

gll69228 

212 

7.0e-17 

70 

60 

RNA HELICASE-LIKE PROTEIN DBIO >gi_108 4 4 13_pir S42639 

helicase-like protein - Wood tobacco 

>gi_56398 6__dbj_BAA037 63_ (D16247) RNA helicase like protein 
DBIO [Nicotiana sylvestris] 

226626 

LIB318 9-004-P1-K1-G12 

BLASTX 

gll72874 

302 

8.0e-28 
91 

68 ■ ■ 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_db j_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

226627 

LIB3189-004-P1-K1-G2 

BLASTX 

g2580499 

320 

9.0e-30 

79 

75 

(U67186) NADPH : ferrihemoprotein oxidoreductase 
[Eschscholzia californica] 

226628 

LIB318 9-004-P1-K1-G4 
BLASTX 



32316 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2995384 
141 

3.0e-09 

50 

56 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
226629 

LIB318 9-004-P1-K1-G5 

BLASTX 

g441457 

734 

4.0e-78 

143 

96 

{X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226630 

LIB3189-004-P1-K1-G9 
BLASTX 

g4220535 ^• 
246 

2.0e-24 

97 

61 

{AL035356) 
thaliana] 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226631 

LIB318 9-004 -P1-K1-H5 

BLASTX 

g3876865 

173 

3.0e-12 

113 

35 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene;" cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk:359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

226632 

LIB3189-004-P1-K1-H6 

BLASTX 

g3914435 

408 

5.0e-4 0 ■ --t. 

83 

89 

PROFILIN 1 >gi_302137 5_emb_CAA11756_ 
[Glycine max] 



(AJ223982) profilin 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226633 

LIB318 9-005-P1-K1-A10 

BLASTX 

g2062167 



32317 



BLAST score . 


217 


E value 


7.0e-18 


Match length 


50 


% identity 


76 


NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arabidopsis 




thaliana] 


Seq. No. 


226634 


Seq. ID 


LIB318 9-005-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3914437 


BLAST score 


44 0 


E value 


2.0e-49 


Match length 


120 


% identity 


81 


NCBI Description 


PROFILIN >gi_318370 6_emb_CAA75312_ (Y15042) profilin [He^ 




brasiliensis] 


Seq. No. 


226635 


Seq. ID 


LIB318 9-005-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl076621 


BLAST score 


323 


E value 


3.0e-30 


Match length 


66 


% identity 


89 . 


NCBI Description 


cytochrome b5 - common tobacco >gi 29638 6 emb CAA50575 




(X71441) cytochrome b5 [Nicotiana tabacum] 


Seq. No. 


226636 


Seq. ID 


LIB318 9-005-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2765316 


BLAST score 


276 


E value 


l.Oe-24 


Match length 


55 


% identity 


93 


NCBI Description 


{Y13321) asparagine synthetase 1 [Pisum sativum] 


Seq. No. 


226637 


Seq. ID 


LIB318 9-005-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2829902 


BLAST score 


353 


E value 


l.Oe-33 


Match length 


87 


% identity 


79 


NCBI Description 


{AC002311) Putative sulphate transporter protein#protein 




[Arabidopsis thaliana] 


Seq. No. 


226638 


Seq. ID 


LIB318 9-005-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3962377 / 


BLAST score 


762 


E value 


2.0e-81 


Match length 


156 



32318 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



94 

(AJ002551) heat shock protein 70 [Arabidopsis thaliana] 
226639 

LIB3189-005-P1-K1-B1 

BLASTX 

g3334113 

466 

l.Oe-46 

89 

100 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

226640 

LIB3189-005-P1-K1-B2 

BLASTX 

g3367520 

622 

5.0e-65 

148 

78 

(AC004392) Similar to protein kinase APKIA, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

226641 

LIB3189-005-P1-K1-B3 

BLASTX 

gl710780 

502 

7.0e-51 

132 

74 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA654 33_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

226642 

LIB318 9-005-P1-K1-B5 

BLASTX 

g3096947 

371 

2.0e-35 

115 

63 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

226643 

LIB318 9-005-P1-K1-B7 

BLASTX 

gl263291 

411 

2.0e-40 

83 

95 



32319 



NCBI Description 



(U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226644 

LIB318 9-005-P1-K1-B8 

BLASTX 

g2244754 

406 

l.Oe-39 

93 

78 

(Z97335) heat shock transcription factor homolog 
[Arabidopsis thaliana] 

•226645 

LIB318 9-005-P1-K1-C1 

BLASTX 

g322750 

654 

l.Oe-68 

128 

98 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

226646" 

LIB318 9-005-P1-K1-C12 

BLASTX 

g4263704 

234 

2.0e-19 

79 

53 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226647 

LIB3189-005-P1-K1-C2 

BLASTX 

g2618698 

543 

l.Oe-55 

156 

70 

(AC002510) unknown protein [Arabidopsis thaliana] 
226648 

LIB318 9-005-P1-K1-C3 

BLASTX 

gl33438 

622 

6.0e-65 

157 

79 

DNA-DIRECTED RNA POLYMERASE BETA* CHAIN 

>gi_81504_pir B29959 DNA-directed RNA polymerase (EC 

2.7.7.6) beta' chain - spinach chloroplast >gi_295120 



32320 



(M55297) RNA polymerase [Spinacia oleracea] 





Seq. No. 


226649 - ■ : 




Seq. JD 


LIB3189-005-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


g3402279 




BLAST score 


720 




E value 


2.0e-76 




Match length 


154 




% identity 


87 




NCBI Description 


(AJ000999) putative beta-subunit of K+ channels [Solanum 






tuberosum] 




Seq. No. 


226650 




Seq. ID 


LIB318 9-005-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


g2244732 




BLAST score 


351 


o 


E value 


3.0e-33 


yu 


Match length 


73 




% identity 


95 




NCBI Description 


(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 




Seq. No. 


226651 


o 


Seq. ID 


. LIB3189-005-P1-K1-D12 




Method 


BLASTX 




■ NCBI GI 


g3335337 




BLAST score 


432 




E value 


l.Oe-42 




Match length 


132 


'—J 


% identity 


70 




NCBI Description 


(AC0Q4512) Similar to acyl carrier protein/ mitochondrial 


b 




precursor (ACP) NADH-ubiquinone oxidoreductase 9.6 KD 


n 




subunit (MYACP-l), gb L23574 from A. thaliana. ESTs 


~=~ 




gb Z30712, gb Z30713,~gb Z26204, gb N37975 and gb N96330 






come from this gene 




Seq. No. 


226652 




Seq. ID 


LIB318 9-005-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


g3212877 




BLAST score 


516 




E value 


l.Oe-52 




Match length 


115 




% identity 


82 




NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 




Seq. No. 


226653 




Seq. ID 


LIB318 9-005-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g3122673 




BLAST score 


284 




E value 


9.0e-28 




Match length 


70 




% identity 


93 




NCBI Description 


60S RIBOSOMAL PROTEIN L15 >gi_224 5027_emb_CAB10447_ 






{Z97341) ribosomal protein [Arabidopsis thaliana] 



32321 





Seq. No. 


226654- 




Seq. ID 


LIB318 9-005-P1-K1-E1 




Method 


BLASTX 




NCBI GI 


g870726 




BLAST score 


TAT 

301 




E value 


3.0e-27 




Match length 


78 




% identity 


78 




NCBI Description 


(L38260) biotin carboxylase subunit [Nicotiana tabacum] 






>gi_1582354_prf 2118337A Ac-CoA carboxylase : SUBUNIT=biotin 






carboxylase [Nicotiana tabacum] 




Seq. No. 


226655 




Seq. ID 


LIB3189-005-P1-K1-E2 




Method 


BLASTX 




NCBI GI 


g3168840 


_».. 


BLAST score 


330 


i=P 


E value 


7.0e-31 


ff% 


Match length 


97 




% identity 


67 


ftl 
1== 


NCBI Description 


(U88711) copper homeostasis factor [Arabidopsis thaliana] 




Seq. No. 


226656 




Seq. ID 


LIB3189-005-P1-K1-E7 . 




Method 


BLASTX 




NCBI GI 


gll74592 




BLAST score 


477 




E value 


4.0e-48 




Match length 


117 




% identity 


84 




NCBI Description 


TUBULIN ALPHA-1 CHAIN >gi_2119270 pir S60233 alpha-tubulin 


Q 




- garden pea >gi_525332 {U12589) alpha-tubulin [Pisum 






sativum] 


I c 


Seq. No. 


226657 




Seq. ID 


LIB3189-005-P1-K1-E9 




Method 


BLASTX 




NCBI GI 


g2129753 




BLAST score 


730 




E value 


l.Oe-77 




Match length 


149 




% identity 


93 




NCBI Description 


threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 






thaliana (fragment) >gi 1448917 (L41666) threonine synthase 






[Arabidopsis thaliana] 




Seq. No. 


226658 




Seq. ID 


LIB3189-005-P1-K1-F1 




Method 


BLASTX 




NCBI GI 


g3885341 




BLAST score 


337 




E value 


l.Oe-31 




Match length 


151 




% identity 


46 




NCBI Description 


(AC00.5623) unknown protein [Arabidopsis thaliana] 



32322. 



Seq. No. 226659 

Seq. ID LIB3189-005-P1-K1-F3 . 

Method BLASTX 

NCBI GI g4558678 

BLAST score 213 

E value 5.0e-17 

Match length 67 

% identity 55 

NCBI Description (AC006586) unknown protein [Arabidopsis thaliana] 

Seq. No. 226660 

Seq. ID ■ LIB3189-005-P1-K1-F6 

Method BLASTX 

NCBI GI g3928142 

BLAST score 710 

E value 3.0e-75 

Match length 154 

% identity 88 

NCBI Description (AJ131045) protein phosphatase [Cicer arietinum] 

Seq. No. 226661 

Seq. ID LIB3189-005-P1-K1-F8 

Method BLASTX 

NCBI GI g2129575 

BLAST -score 513 

E value 3.0e-52 

Match length , 110 

% identity ' 8 9 

NCBI Description DNA repair protein homolog XPBara - Arabidopsis thaliana 

Seq. No. 226662 

Seq. ID LIB3189-005-P1-K1-F9 

Method BLASTX 

NCBI GI g2995198 

BLAST score 189 

E value 3.0e-14 

Match length 103 

% identity 36 

NCBI Description i-Y11588) apoptosis specific protein [Homo sapiens] 

Seq. No. 226663 

Seq. ID LIB3189-005-P1-K1-G10 

Method BLASTX 

NCBI GI g3540197 

BLAST score 327 

E value 2.0e-30 

Match length 135 

% identity 58 

NCBI Description (AC004260) Unknown protein [Arabidopsis thaliana] 

Seq. No. 226664 

Seq. ID LIB3189-005-P1-K1-G2 

Method BLASTX 

NCBI GI g2335053 

BLAST score 170 

E value 6.0e-12 

Match length 8 6 



32323 



% identity 43 

NCBI Description (D88825) 0RF3 [Aeromonas caviae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226665 

LIB318 9-005-P1-K1-G6 

BLASTX 

g2924520 

501 

6.0e-51 

106 

92 

{AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

226666 

LIB318 9-005-P1-K1-G7 

BLASTX 

gl850546 

445 

2.0e-44 

113 

79 

{U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226667 

LIB318 9-005-P1-K1-G8 

BLASTX 

g4454466 

244 

9.0e-21 

74 

59 

(AC006234) unknown protein [Arabidopsis thaliana] 
226668 

LIB318 9-005-P1-K1-G9 

BLASTX 

g2583123 

646 

l.Oe-68 

150 

86 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.226669 

LIB318 9-005-P1-K1-H10 

BLASTX 

g3600043 

209 

l.Oe-16 

75 

51 

(AF080119) No definition line found [Arabidopsis thaliana] 



Seq. No. 



226670 



32324 



Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3189-005-P1-K1-H11 - 

BLASTX 

gl332579 

4-97 

2.0e-50 

101 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
226671 

LIB3189-005-P1-K1-H6 

BLASTX 

g2829204 

481 

2.0e-48 

115 

85 

{AF044204) lipid transfer protein precursor [Gossypiuiti 
hirsutum] 

226672 

LIB3189-005-P1-K1-H8 

BLASTX 

gl703108 

572 

4.0e-59 

105 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 {U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

226673 

LIB3189-005-P1-K1-H9 

BLASTX 

g421757 

567 

9.0e-59 

104 

96 

tubulin alpha chain - Euglena gracilis 
226674 

LIB318 9-006-P1-K1-A11 

BLASTX 

g3668089 

211 

3.0e-17 

83 
51 

{AC004 667) unknown protein [Arabidopsis thaliana] 
226675 

LIB318 9-006-P1-K1-A12 
BLASTX 



32325 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3169028 
297 

6.0e-27 

134 

49 

{AL023702) putative cationic amino acid transporter 
[Streptomyces coelicolor] 

226676 

LIB3189-006-P1-K1-A2 

BLASTX 

gl854386 

591 

2.0e-61 

148 . 
76 

(AB001375) 
vinif era] 



similar to soluble NSF attachment protein [Vitis 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226677 

LIB3189-006-P1-K1-A3 

BLASTX 

gl854386 

205 

■2.0e-17 

91 

57 

{AB001375) 
vinif era] 



similar to soluble NSF attachment protein [Vitis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226678 

LIB318 9-006-P1-K1-A4 

BLASTX 

g232024 

628 

l.Oe-65 

131 

90 

PROTEIN E6 >gi_421806_pir A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE'6-IA) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

226679 

LIB3189-006-P1-K1-B1 

BLASTX 

g232024 

262 

2.0e-24 

80 

69 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' ''start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



32326 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226680 

LIB318 9-006-P1-K1-B12 

BLASTX 

g2498982 

226 

9.0e-19 

83 

49 

TRANSCRIPTION INITIATION FACTOR TFIID 31 KD SUBUNIT 
(TAFII-31) (TAFII-32) (TAFII32) (NEURONAL CELL DEATH 
RELATED GENE IN NEURON -7) (DN-7) >gi_1103900 (U40188) 
induced upon programmed cell death in neuronally 
differentiated PC12 cells [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226681 

LIB3189-006-P1-K1-C1 

BLASTX 

g232024 

601 

l.Oe-62 

117 

97 

PROTEIN E6 >gi_421806_pir ^A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutiam] >gi_1000084. 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226682 

LIB318 9-006-P1-K1-D10 

BLASTX 

g461498 

338 

5.0e-32 

93 

72 

ALANINE AMINOTRANSFERASE 2 (GPT). (GLUTAMIC--PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC—ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI-' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226683 

LIB318 9-006-P1-K1-D12 

BLASTX 

g4406781 

197 

4.0e-15 

132 

45 

(AC006532) 
thaliana] 



putative Na+/H+ antiporter [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



226684 • 

LIB3189-006-P1-K1-D3 
BLASTX 



32327 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl706326 
559 

1.0e-57 
121 
88 ■ 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_214 6786_pir S65470 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDCl) - Garden pea >gi_1177 603_emb_CAA914 4 4_ 
(Z66543) pyruvate decarboxylase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226685 

LIB3189-006-P1-K1-E1 

BLASTX 

g84373 

275 

l.Oe-24 

56 

93 

tubulin alpha chain - Stylonychia lemnae {SGC5) 



Seq. No. 


226686 


Seq. ID 


LIB3189-006-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2114046 


BLAST score 


263 . . 


E value 


2.0e-23 


Match length 


58 


% identity 


86 


NCBI Description 


(AB002147) water channel protein [Nicotiana excelsior] 


Seq. No. 


226687 


Seq. ID 


LIB318 9-006-P1-K1-E12 


Method 


BLASTX 


NCBI GI • 


g3163946 


BLAST score 


307 


E value 


l.Oe-28 


Match length 


67 


% identity 


85 


NCBI Description 


(AJ005599) alpha-tubulin 1 [Eleusine indica] 


Seq. No. 


226688 


Seq. ID 


LIB318 9-006-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4335763 


BLAST score 


246 


E value 


6.0e-21 


Match length 


87 


% identity 


51 


NCBI Description 


{AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



226689 

LIB318 9-006-P1-K1-F10 

BLASTX 

g267069 

170 

8.0e-13 
49 



32328 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



82 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

226690 

LIB3189-006-P1-K1-F12 

BLASTX 

g4432841 

341 

4.0e-32 

138 

49 

{AC006283) hypothetical protein [Arabidopsis thaliana] 
226691 

LIB318 9-006-P1-K1-F6 

BLASTX 

g2911801 

276 

9.0e-25 

73 

75 

. (AF009565) alpha-tubulin [Gossypium hirsutum] 
226692 

LIB3189-006-P1-K1-G1 

BLASTX 

g2894612 

391 

6.0e-38 

110 

67 

{AL02188.9) putative protein [Arabidopsis thaliana] 
226693 

LIB318 9-006-P1-K1-G12 

BLASTX 

g2497743 

153 

3.0e-10 

56 

59 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 {S78173) LTP-lipid -'transfer protein 
[Gossypium hirsutum-cotton, fiber. Peptide, 120 aa] 
[Gossypium hirsutum] 

226694 

LIB3189-006-P1-K1-H1 

BLASTX 

g3283409 

147 

3.0e-09 

60 

48 



32329 



NCBI Description (Af668754) heat shock^ factor binding protein 1 HSBPl [Homo 
sapiens] >gi_4 557 647_ref_NP_001528 . l_pHSBPl_ heat shock 
factor binding protein 



Seq. No. 


226695 


Seq. ID 


LIB318 9-006-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3036804 


BLAST score 


195 


E value 


7.0e-15 


Match length 


67 


% identity 


57 


NCBI Description 


(AL022373) thaumatin-like protein [Arabidopsis thaliana] 


Seq. No. 


226696 


Seq, ID 


LIB318 9-006-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g755150 


BLAST score 


290 


E value 


3.0e-26 


Match length 


88 


% identity 


70 


NCBI Description 


(013670) vacuolar H+-ATPase proteolipid (16 kDa) subunit 




[Gossypium hirsutum] 


Seq. No. 


226697 


Seq. ID 


LIB318 9-006-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


440 


E value 


l.Oe-43 


Match length 


115 


% identity 


74 


NCBI Description 


(AC005169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226698 


Seq. ID 


„LIB3189-006-Pl-Kl-H5 


Method 


BLASTX 


NCBI GI 


g2129495 


BLAST score 


291 


E value 


1. Oe-26 


Match length 


60 


% identity 


95 


NCBI Description 


fiber protein E6 (clone SIE6-2A) - sea-island cotton 




>gi 1000088 (U30507) E6 [Gossypium barbadense] >gi 10000! 




(U30508) E6 [Gossypium barbadense] ~ 


Seq. No. 


226699 


Seq. ID 


LIB3189-006-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl709002 


BLAST score 


361 


E value 


2.0e-34 


Match length 


86 


% identity 


81 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 




ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi 1033190 



32330 



CU38186) S-adenosyl methionine synthetase [Pinus banksiana] 



Seq. No. 


226700 


Seq. ID 


LIB3189-006-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3327868 


BLAST score 


128 


E value 


2.0e-13 


Match length 


71 


% identity 


61 


NCBI Description 


(ABO 12 912) COPl -Interacting 




thaliana] 


Seq. No. 


226701 


Seq. ID 


LIB3189-Q06-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


212 


E value 


5.0e-17 


Match length 


42 


% identity 


86 


NCBI Description 


{AC004 4,01) unknown protein 


Seq. No. 


226702 


Seq. ID 


LIB3189-007-P1-K1-A1 


Method 


BLASTX ^ 


NCBI GI 


gll74592 


BLAST score 


441 


E value 


6.0e-44 


Match length 


82 


% identity 


99 


NCBI Description 


TUBULIN ALPHA-1 CHAIN >gi 2'. 



1 (CIP7) [Arabidopsis 



- garden pea >gi_525332 
sativum] 



(U12589) alpha-tubulin [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 
Seq. ID 



226703 

•LIB318 9-007-P1-K1-A11 

BLASTX 

g4098129 

639 

5.0e-67 

127 

95 

(U73588) sucrose synthase 



[Gossypium hirsutum] 



226704 

LIB3189-007-P1-K1-A2 

BLASTX 

g2245012 

166 

2.0e-ll 

92 

40 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
226705 

LIB318 9-007-P1-K1-A6 



32331 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description. 



BLASTX 

g3420239 

264 

l.Oe-23 

57 

89 

(AF059484) 



actio [Gossypium hirsutum] 



226706 

LIB3189-007-P1-K1-A7 

BLASTX 

g2995384 

145 

4.0e-09 

40 

75 

{AJ004810) cytochrome P450 monooxygenase [Zea mays] 
226707 

LIB3189-007-P1-K1-B1 

BLASTX 

g3650032 

237 

8.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

2267 08 

LIB3189-007-P1-K1-B10 

BLASTX 

g2244750 

635 

l.Oe-66 

124 

97 

( Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226709 

LIB318 9-007-P1-K1-B11 

BLASTX 

gl710838 

376 

3.0e-36 

79 

89 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_535584 (L36119) 
adenosylhomocysteinase [Medicago sativa] 

226710 

LIB318 9-007-P1-K1-B12 

BLASTX 

g3122389 



32332 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI'GI 
BLAST score 
E value 



496 

3.0e-50 

123 

70 

WD-40 REPEAT PROTEIN MSI3 >gi_2394233 (AF016848) WD-40 
repeat protein [Arabidopsis thaliana] 



226711 

LIB3189-007 

BLASTX 

g586076 

633 

3.0e-66 

119 

97 

TUBULIN 
chain - 
tubulin 



■P1-K1-B4 



BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

white lupine >gi_4 02636_emb_CAA4 9736_ (X70184) Beta 
1 [Lupinus- albus] 



226712 

LIB3189-007-P1-K1-B7 

BLASTX 

g481818 

179 

4.0e-13 

77 

56 

coproporphyrinogen oxidase 



soybean 



226713 

LIB3189-007-P1-K1-C1 

BLASTX 

gl203832 

534 

l.Oe-54 

143 

71 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

226714 

LIB318 9-007-P1-K1-C10 

BLASTX 

g629858 

483 

9.0e-49 

115- 

81 

protein kinase C inhibitor - maize 
226715 

LIB3189-007-P1-K1-C2 

BLASTX 

g2244749 

489 

l.Oe-49 



32333 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



116 
79 

{Z9I335) hydroxymethyl transferase [Arabidopsis thaliana] 
226716 

LIB318 9-007-P1-K1-C3 

BLASTX 

g2564253 

369 

2.0e-35 

112 

59 

(Z99996) diadenosine 5 ' , 5 ' * ' -PI, P4-tetraphosphate hydrolase 
[Hordeum vulgare] 

226717 

LIB318 9-007-P1-K1-C5 

BLASTX 

g4102859 



BLAST score 


465 




E value 


9.0e-47 




Match length 


109 




% identity 


77 




NCBI Description 


(AF016892) cvtoDlasmic 


siinprnxidp Hi 9Tnn1";=)C'p 1 rPnnnlnci 

^ J- A X VwLC V_J.X OiltUi CL O v3 JL |_ IT U. J- LI O 




treitiuloides ] 


Seq. No. 


226718 




Seq. ID 


LIB318 9-007-Pl-Kl-r7 




Method 


BLASTX 




NCBI GI 


g2880049 




BLAST score 


184 




E value 


5.0e-15 




Match length 


84 




% identity 


58 




NCBI Description 


(AC002340) hypothetical 


protein [Arabidopsis thaliana] 


Seq. No. 


226719 




Seq. ID 


LIB318 9-007-P1-K1-D9 




Method 


BLASTX 




NCBI GI 


g2129499 




BLAST score 


575 




E value 


l.Oe-59 




Match length 


129 




% identity 


86 




NCBI Description 


fiber protein E6 (clone 


CKE6-4A) - upland cotton 




>gi_1000086 (U30506) E6 


[Gossypium hirsutum] 


Seq. No. 


226720 




Seq. ID 


LIB3189-007-P1-K1-E10 




Method 


BLASTX 




NCBI GI 


g2244732 




BLAST score 


551 




E value 


l.Oe-56 




Match length 


105 




% identity 


100 





NCBI Description {D88413) endo-xyloglucan transferase [Gossypium hirsutum] 



32334 



Seq. No. 


226721 


Seq. ID 


LIB318 9-007 -Pl-Kl-Ell 


Method 


BLASTX 


NCBI GI 


g2673913 


BLAST score 


441 


E value 


9.0e-44 


Match length 


108 


% identity 


76 


NCBI Description 


(AC002561) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


226722 


Seq. ID 


LIB3189-007-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g629838 


BLAST score 


678 


E value 


2.0e-71 


Match length 


162 


% identity 


73 


NCBI Description 


tubulin beta-4 chain - maize >gi 416145 (L10635) beta-4 




tubulin [Zea mays] 


Seq. No. 


226723 


Seq. ID 


LIB3189-007-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


354 


E value 


2.0e-33 


Match length 


127 


% identity 


54 


NCBI Description 


(AC006260) unknown orotein FArabidoosis thaliana! 


Seq. No. 


226724 


Seq. ID 


LIB318 9-007-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


105 


% identity 


46 


NCBI Description 


(AC005397) unknown orotein fArabidbosis thaliana! 


Seq. No. 


226725 


Seq. ID 


LIB318 9-007-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3775997 


BLAST score 


361 


E value 


l.Oe-34 


Match length 


95 


% identity 


76 


NCBI Descriotion 


fAJ010462) RNA helicase FArabidonsis thaliana! 


Seq, No. 


226726 


Seq. ID 


LIB3189-007-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3334261 


BLAST score 


206 


E value 


3.0e-16 



32335 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
63 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like' protein [Malus domestica] 

226727..^ . 

LIB3189-007-P1-K1-E9 

BLASTX 

g4544399 

248 

3.0e-21 

99 

44 

{AC007047) putative beta-ketoacyl-CoA synthase [Arabidops 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



Se<3. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



226728 

LIB318 9-007-P1-K1-F12 

BLASTX 

g2961384 

215 

3.0e-17 

95 

4 6 

(AL022141) aldehyde dehydrogenase like protein [Arabidops 
thaliana] 

226729 

LIB318 9-007-P1-K1-F2 

BLASTX 

g3320379 

511 

5.0e-52 

135 

76 

{AF014375) putative JUN kinase activation domain binding 
protein [Medicago sativa] 

226730 

LIB318 9-007-P1-K1-F4 

BLASTX 

g4249382 

267 

2.0e-23 

66 

76 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arebidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

226731 

LIB318 9-007-P1-K1-G12 

BLASTX 

g4191784 

400 

6.0e-39 
119 



32336 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



64 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 

226732 

LIB318 9-007-P1-K1-G2 

BLASTX 

g3876865 

152 

6.0e-10 

68 

41 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359hB.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

226733 

LIB3189-007-P1-K1-H10 

BLASTX 

g3953457 

162 

5.0e-ll 

68 

50 

(AC002328) F20N2.2 [Arabidopsis thaliana] 
226734 

LIB318 9-007-P1-K1-H11 

BLASTX 

g3953457 

155 

3.0e-10 

60 

58 

(AC002328) F20N2.2 [Arabidopsis thaliana] 
226735 

LIB3189-007-P1-K1-H12 

BLASTX 

gl346422 ' 

239 

l.Oe-22 

145 

41 

SERINE PALMITOYLTRANSFERASE 2 (LONG CHAIN BASE • BIOSYNTHESIS 

PROTEIN 2) (SPT 2) >gi_21304 81_pir JC5183 serine 

C-palmitoyltransf erase (EC 2.3.1.50) Lcb2 chain - fission 
yeast (Schizosaccharomyces pombe) >gi_1001947 (U15645) 
serine palmitoyltransferase [Schizosaccharomyces pombe] 
>gi_2414 613_emb_CAB16362_ (Z99259) serine 
palmitoyltransferase 2 [Schizosaccharomyces pombe] 

226736 

LIB3189-007-P1-K1-H5 

BLASTX 

g3914368 



32337 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

3.0e-17 

78 

63 

GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE PRECURSOR (GPAT) 
>gi_167519 {M80571) glycerol-3-phosphate acyltransf erase 

[Cucumis sativus] >gi_44 4 331__prf 1906380A glycerol 

phosphate acyltransf erase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226737 

,LIB3189-007-Pl-Kl-H7 

BLASTX 

g3334115 

550 

l,0e-56 

119 

51 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 
{ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
{AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Sea. No. 


226738 


Seq. ID 


LIB3189-007-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


a2662343 


BLAST srorp 


395 


L-i V a. J. u. c 




Match length 


82 


%'-^ identity 


95 


NCBI Description 


{D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


226739 


Seq. ID 


LIB3189-008-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


204- 


E value 


4.0e-16 


Match length 


71 


% identity 


70 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) 




40S ribosomal protein S2 [Arabidopsis thaliana] 


Seq. No. 


226740 


Seq. ID 


LIB318 9-008-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl916807 


BLAST score 


284 


E value 


2.0e-25 


Match length 


106 


% identity 


65 


NCBI Description 


(U81162) auxin-binding protein [Prunus persica] 


Seq. No. 


22 67 41 


Seq. ID- 


LIB318 9-008-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4490332 



32338 



BLAST score 208 

E value ^ 1 . Oe-16 

Match length 79 

% identity 56 - 

NCBI Description (AL035656) putative protein [Arabidopsis thaliana] 

Seq. No. 226742 

Seq. ID LIB3189-008-P1-K1-A3 

Method BLASTX 

NCBI GI g3273828 

BLAST score 304 

E value l.Oe-27 

Match length 118 

% identity 58 

NCBI Description (AF068686) nodule-enhanced malate dehydrogenase [Glyc 
max] 

Seq. No. 226743 

Seq. ID LIB3189-008-P1-K1-A6 

Method BLASTX 

NCBI GI .g3420239 

BLAST score 208 

E value 4 . Oe-17 

Match length 50 

% identity 80 

NCBI Description {AF059484 ) actin [Gossypium hirsutum] 

Seq. No. 226744 

Seq. ID LIB3189-008-P1-K1-A8 

Method BLASTX 

NCBI GI g4467146 

BLAST score 365 

E value 5.0e-35 

Match length 107 

% identity 62 

NCBI Description (AL03554 0) galactosidase like protein [Arabidopsis 
thaliana] 

Seq. No. 226745 

Seq. ID LIB3189-008-P1-K1-B1 

Method BLASTX 

NCBI GI g3128176 

BLAST score 310 

E value 2. Oe-28 

Match length 101 

% identity 59 

NCBI Description {AC004521) unknown protein [Arabidopsis thaliana] 

Seq. No. 226746 

Seq. ID LIB3189-008-P1-K1-B3 

Method BLASTX 

NCBI GI g4204300 

BLAST score 160 

E value 7.0e-ll . . 

Match length 62 

% identity 56 

NCBI Description {AC003027) Unknown protein [Arabidopsis thaliana] 



32339 



Seq. No. 
Seq. ID 
Method 
°NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226747 

LIB318 9-008-P1-K1-B5 

BLASTX 

g4406819 

190 

2.0e-14 - 

98 

48 

(AC006201) unknown protein [Arabidopsis thaliana] 
226748 

LIB318 9-008-P1-K1-B6 

BLASTX 

gl518540 

519 

7.0e-65 

143 

93 

■(U53418) UDP-glucose dehydrogenase [Glycine max] 
226749 

LIB318 9-008-P1-K1-B8 

BLASTX 

g3551131 

153 

2.0e-12 
56 

64 " . , 

■(AB012044) plasma membrane aquaporin (PAQl) [Raphanus 
sativus] 

226750 

LIB318 9-008-P1-K1-C1 

BLASTX 

g2529665 

64 6 - 

8.0e-68 

136 

93 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



226751 

LIB318 9-008-P1-K1-C10 

BLASTX 

g4455208 

199 

l.Oe-15 

71 

54 

(AL035440) putative protein [Arabidopsis thaliana] 
226752 

LIB318 9-008-P1-K1-C11 

BLASTX 

g2088649 



32340 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



342 

3.0e-32 

107 

63 

(AF002109) unknown protein [Arabidopsis thaliana] 
226753 

LIB3189-008-P1-K1-C2 

BLASTX 

g2078350 

157 

l.Oe-10 

35 

83 

(U95923) transaldolase [Solanum tuberosum] 
226754 

LIB3189-008-P1-K1-C3 

BLASTX 

gl421730 

540 

2.0e-55 

138 * 
78 

(U43082) RF2 [Zea mays] 
226755 

LIB3189-008-P1-K1-C4 

BLASTX 

g4580460 

311 

l.Oe-28 

93 

72 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

226756 

LIB318 9-008-P1-K1-C6 

BLASTX 

g3004564 

239 

5.0e-20 

88 

56 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

.226757 

LIB3189-008-P1-K1-C9 

BLASTX 

g4467133 

398 

l.Oe-38 

120 

66 

(AL035540) geranylgeranyl pyrophosphate synthase-related 



32341 



protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

■Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226758 

LIB3189-008-P1-K1-D1 

BLASTX 

g3080428 

341 

5.0e-32 

94 

68 

.(AL022604) putative protein [Arabidopsis thaliana] 
226759 

LIB3189-008-P1-K1-D2 

BLASTX 

g3080428 

144 

4.0e-09 

66 

48 

(AL022604) putative protein [Arabidopsis thaliana] 
226760 

LIB3189-008-P1-K1-D5 

BLASTX 

g3746069 

222 

4.0e-18 

129 

37 

(AC005311) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



226761. 

LIB3189-008-P1-K1-D7 

BLASTX 

g5419'51 

4-37 

3.0e-43 

133 

65 

SPCP2 protein - soybean >gi_310578 
[Glycine max] 

226762 

LIB318 9-008-P1-K1-D8 

BLASTX. 

gl345882 

141 

3.0e-09 

30 

87 



(L12258) nodulin-26 



NCBI Description CYTOCHROME B5 



Seq. No. 
Seq. ID 
Method 



226763 

LIB318 9-008-P1-K1-D9 
BLASTX 



32342 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E vaiue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g3150402 
677 

2.0e-71 

147 

92 

(AC004165) putative malonyl-CoA: Acyl carrier protein 
transacylase [Arabidopsis thaliana] 

226764 

LIB318 9-008-P1-K1-E1 

BLASTX 

gll73055 

509 

9.0e-52 

105 

97 

60S RIBOSOMAL PROTEIN Lll {L5) >gi_54 1961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
{X78284) RL5 ribosomal protein [Medicago sativa] 

226765 

LIB3189-008-P1-K1-E10 

BLASTX 

g3355480 

328 

l,.0e-30 

97 

64 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

226766 

LIB318 9-008-P1-K1-E4 

BLASTX 

g2129499 

457 

l.Oe-45 

98 

84 

fiber protein E6 {clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6 [Gossypium hirsutum] 

226767 

LIB3189-008-P1-K1-E8 

BLASTX 

gl449179 

327 

8.0e-33 

87 

83 

{D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

226768 

LIB3189-008-P1-K1-F1 
BLASTX 



32343 



NCBI.GI 
BLAST score 
E value 
'Match length 
% identity 
NCBI Description 



gl21953 
175 

l.Oe-12 

43 

81 

HISTONE HI >gi_81905_pir S00033 histone Hl.b - garden pea 

>gi__20762_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
[Pisuiti sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226769 

LIB3189-008-P1-K1-F10 

BLASTX 

g3608171 . 

367 

3.0e-35 

93 

78 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 



Sen No 


226770 


Seq. ID 


LIB3189-008-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


424 


E value 


7.0e-42 


Match length 


124 


% identity 


64 


NCBI Description 


(Y15430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


226771 


Seq. ID 


LIB3189-008-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3420055 


BLAST score 


560 


E value 


9.0e-58 


Match length 


138 


% identity 


80 


NCBI Description 


(AC004680) cyclophilin [Arabidopsis thaliana] 


Seq. No. 


226772 


Seq. ID 


LIB3189-008-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3355470 


BLAST score 


255 


E value 


l.Oe-34 


Match length 


98 


% identity 


73 


NCBI Description 


(AC004218) putative lysophospholipase [Arabidopsis 



thaliana] 



^.Seq. No. 226773 

Seq. ID LIB3189-008-P1-K1-F4 

Method BLASTX 

NCBI GI g267069 

BLAST score 58 6 

E value 9.0e-61 



32344 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

%, identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



110 
97 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

226774 

LIB3189-008-P1-K1-G1 

BLASTX 

g2829204 

375 

3.0e-36 

94 

83 

{AF044204] 
hirsutum] 



lipid transfer protein precursor [Gossypiuiti 



226775 

LIB3189-008-P1-K1-G12 

BLASTX 

g2062167 

4 52 

4.0e-45 

97 

86 

{AC001645) Proline-rich protein APG isolog- [Arabidopsis 
thaliana] 

226776 

LIB3189-008-P1-K1-G3 

BLASTX 

gl223922 

496 

3.0e-50 

117 

74 

(U49445.) Vigna radiata vicilin peptidohydrolase [Vigna 
radiata] 

226777 

LIB3189-008-P1-K1-G4 

BLASTX 

g3914437 

176 

3.0e-13 

50 

66 

PROFILIN >gi_3183706_emb_CAA75312_ {Y15042) profilin [Hevea 
brasiliensis] 

226778 

LIB3189-008-P1-K1-G6 

BLASTX 

g2062167 

213 

2.0e-17 



32345 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
86 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

226779 

LIB318 9-008-P1-K1-G7 

BLASTX 

g3360289 

161 

3.0e-ll 

64 

45 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

226780 

LIB318 9-008-P1-K1-H1 

BLASTX 

g4539417 

475 

7.0e-48 

107 . 
80 

(AL049171) putative protein [Arabidopsis thaliana] 
226781 

LIB3189-008-P1-K1-H3 

BLASTX 

g3986110 

367 

l.Oe-35 

78 

90 

(AB012716) heat shock protein 70 cognate [Salix gilgiana] 
226782 

LIB318 9-008-P1-K1-H7 

BLASTX 

g3915873 

497 

l.Oe-50 

99 

93 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 
(NODULIN-100) >gi_2606081 (AF030231) sucrose synthase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226783 

LIB318 9-008-P1-K1-H8 

BLASTX 

g4098129 

403 ■ 

^2.0e-39 

86 

88 

(U73588) sucrose synthase [Gossypium hirsutum] 



32346 





Seq. No, 


226784 




Seq. ID 


LIB3189-008-P1-K1-H? 




Method 


BLASTX 




NCBI GI 


g4262226 




BLAST score 


139 




E value 


l.Oe-08 




Match length 


92 




% identity 


45 




NCBI Description 


(AC006200) putative protein kinase [Arabidopsis thaliana] 




Seq. No, 


226785 




Seq. ID 


LIB318 9-010-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g4314378 




BLAST score 


147 




E value 


3.0e-09 




Match length 


81 ■ 




% identity 


47 




NCBI Description 


{AC006232) putative lipase [Arabidopsis thaliana] 




Seq. No. 


"226786 




Seq. ID 


LIB318 9-010-P1-K1-B11 




Method 


BLASTX 




NCBI GI 


g3786005 




BLAST score 


255 




E value 


3.0e-22 




Match length 


73 




% identity 


42 




NCBI Description 


(AC0054 99) putative phosphoethanolamine 


o 




cytidylyltransf erase [Arabidopsis thaliana] 




Seq. No. 


226787 


O 


Seq. ID 


LIB318 9-010-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g4126399 




-BLAST score 


456 




E value 


l.Oe-45 




' Match length 


111 




% identity 


81 




NCBI Description 


(AB011794) chalcone isornerase [Citrus sinensis] 




Seq. No. 


226788 




Seq. ID 


LIB3189-010-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


g3786005 




BLAST score 


374 




E value 


5.0e-36 




Match length 


100 




% identity 


42 




■ NCBI Description 


{AC0054 99) putative phosphoethanolamine 






cytidylyltransf erase [Arabidopsis thaliana] 




Seq. No. 


226789 




Seq. ID 


LIB318 9-010-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


g3176098 



32347 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356 

7.0e-34 

-123 
60 

(Y15036) annexin [Medicago truncatula] 
226790 

LIB318 9-010-P1-K1-C12 

BLASTX 

g2129473 

250 

2.0e-21 

91 

52 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226791 
LIB3189- 
BLASTX 
g302384 - 
489 

l.Oe-60 

131 

34 

GUANINE 
PROTEIN 
subunit- 



010-P1-K1-C2 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi__238537 6_emb^CAA69934_ (Y08678) G protein beta 
like [Medicago sativa] 



(DELTA-COP) 



226792 

LIB3189-010-P1-K1-C7 
BLASTX 
g2506139 
501 

9.0e-51 
120 
83 

COATOMER .DELTA SUBUNIT (DELTA-COAT. PROTEIN) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

226793 

LIB3189-010-P1-K1-C9 

BLASTX 

g3023847 

247 

1.0e-2i 

62 

81 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_238537 6_einb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226794 

LIB3189-010-P1-K1-D2 

BLASTX 

gl619602 



32348 



BLAST score 
E value 
Match length 
% identity ^ 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



327 

l.Oe-30 

95 

36 

(Y08726) MtN3 [Medicago truncatula] 
226795 

LIB3189-010-P1-K1-D3 

BLASTX 

g2651310 

202 

2.0e-16 

57 

61 

(AC002336) putative PTR2-B peptide transporter [Arabidops 
thaliana] 

226796 

LIB3189-010-P1-K1-D5 

BLASTX 

g3970652 

513 

3.0e-52 

129 

76 

{X774 99) amino acid permease [Arabidopsis thaliana] 
226797 

LIB3189-010-P1-K1-D8 

BLASTX 

g4335774 

193 

l.Oe-14 

116 

42 

(AC006284) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226798 

LIB318 9-010-P1-K1-E10 

BLASTX 

g2811278 

183 

4.0e-14 

44 

77 

(AF04 3284) expansin [Gossypium hirsutum] 
226799 

LIB3189-010-P1-K1-E11 

BLASTX 

g3063396 

605 

5.0e-63 

132 

85 

(AB012947) vcCyP [Vicia faba] 



32349 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226800 

LIB3189-010-P1-K1-E12 

BLASTX 

gl00225 

381 

l.Oe-36 

101 

66 

heat shock transcription factor 8 - tomato 

>gi_19260_enib_CAA47868_ (X67599) heat stress transcription 
factor 8 [Lycopersicon esculentum] 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226801 

LIB3189-010-P1-K1-E2 

BLASTX 

g70639 

381 

6.0e-37 

95 

21 

ubiquitin precursor - Neurospora crassa 
>gi_295930_emb_CAA31530_ (X13140) ubiquitin [Neurospora 
crassa] 



hJ i! 



Seq. No. 


226802 


Seq. ID 


LIB3189-010-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


715 


E value 


7.0e-76 


Match length 


152 


% identity 


93 


NCBI Description 


(Z97178) elongation factor 


Seq. No. 


226803 


Seq. ID 


LIB3189-010-P1-K1-E8 


Method-^ 


BLASTX 


NCBI GI 


gll5492 


BLAST score 


640 


E value 


4.0e-67 


Match length 


125 


% identity 


56 


NCBI Description 


CALMODULIN-RELATED PROTEIN 




calmodulin-related protein 


Seq. No. 


226804 


Seq. ID 


LIB3189-010-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


191 


E value 


4 .Oe-15 


Match length 


62 


% identity 


65 



2 [Beta vulgaris] 



NCBI Description 



(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



32350 



Seq. No. 226805 

Seq. ID LIB3189-010-P1-K1-F11 

Method BLASTX 

NCBI GI g4510430 

BLAST score 589 ' ^ 

E value 4 .Oe-61 

Match length 122 

% identity 88 

NCBI Description (AC006929) unknown protein, 3* partial [Arabidopsis 
thaliana] 

226806 

LIB318 9-010-P1-K1-F2 
BLASTX 
g2760320 
200 

l.Oe-18 
86 
66 

(AC002130) F1N21.4 [Arabidopsis thaliana] 

Seq. No. 226807 

Seq. ID LIB3189-010-P1-K1-F6 

Method * * BLASTX 

NCBI GI ' g3075394 

BLAST score 456 

E value 4.0e-50 

Match length . 150 

% identity 71 

NCBI Description {AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_einb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

226808 

LIB318 9-010-P1-K1-F8 
BLASTX 
g4139264 
391 

5.0e-38 
88 
85 

{AF111812) actin [Brassica napus] 

Seq. No. 226809 

Seq. ID LIB3189-010-P1-K1-F9 

Method BLASTX 

NCBI GI g2791900 

BLAST score 557 

E value 2.0e-57 

Match length 140 

% identity 71 

NCBI Description (AJ000057) PP7 [Arabidopsis thaliana] 
226810 

LIB3189-010-P1-K1-G1 
BLASTX 
g3033380 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



32351 



BLAST score 

E' value 

Match length ■ 

% identity 

NCBI -Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



415 

6.0e-43 

127 

66 

(AC004238) putative coatomer epsilon subunit [Arabidops 
thaliana] 



226811 

LIB3189-010-P1-K1-G11 

BLASTX 

g3309269 

496 

3.0e-50 

106 

90 

(AF074940) ferric leghemoglobin reductase-2 
[Glycine max] 



precursor 



226812 

LIB3189-010-P1-K1-G12 

BLASTX 

g3928150 

212 

5.0e-17 

66 

61 

(AJ131049) hypothetical protein [Cicer arietinum] 
226813 

LIB318 9-010-P1-K1-G2 

BLASTX 

g2464905 

298 

5.0e-27 

116 

54 

{Z99708) minor allergen [Arabidopsis thaliana] 
226814 

LIB3189-010-P1-K1-G3 

BLASTX 

g464846 

507 

2.0e-51 

102 

91 

TUBULIN ALPHA- 6 
alpha-6 chain - 



alpha-tubulin #6 [Zea mays] 
226815 

LIB318 9-010-P1-K1-G5 
BLASTX 
g2244792 
235 

9.0e-20 
68 



CHAIN >gi_322880_pir S28983 tubulin 

maize >gi_22158_emb_CAA4 4 8 63_ {X63178) 



32352 



% ident'lty 

NCBI Description 



71 

{Z97336) ankyrin homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226816 

LIB318 9-010-P1-K1-G6 

BLASTX 

g2760326 

320 

l.Oe-29 

151 

50 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
226817 

LIB318 9-010-P1-K1-G8 

BLASTX 

g4262250 

381 

l.Oe-36 

85 

85 

(AC006200) putative aldolase [Arabidopsis thaliana] 
226818 

LIB3189-010-P1-K1-G9 - 

BLASTX 

gll73218 

387 

l.Oe-37 

77 

97 

40S RIBOSOMAL PROTEIN S15A >gi_440824 {L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

226819 

LIB318 9-010-P1-K1-H1 

BLASTX 

g2688839 

373 

9.0e-36 

88 

80 

(AF003347) ATP phosphoribosyltransf erase [Thlaspi 
goesingense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226820 

LIB318 9-010-P1-K1-H10 

BLASTX 

g4468979 

500 

l.Oe-50 

123 

79 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 



226821 



32353 



Seq. ID 


LIB318 9-010-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


« g4416307 


BLAST score ^ 


' 179' 


E value 


l.Oe-18 


Match length 


91 


% identity 


55 


NCBI Description 


(AF105716) hypothetical protein [Zea 


Seq. No. 


226822 


Seq. ID 


LIB3189-010-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


214 


E value 


4.0e-17 


Match length 


81 


% identity 


52 


NCBI Description 


(AC003027) Unknown protein [Arabidop, 


Seq. No. 


226823 


Seq. ID 


LIB3189-010-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3757522 


BLAST score 


291 


E value 


3.0e-26 


Match length 


129 


% identity 


53 


NCBI Description 


(AC005167) putative ■ splicing factor 


Seq. No. 


226824 


S.eq.. 


LIB318 9-010-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3618214 


BLAST score 


171 


E value 


4 .Oe-12 


Match length 


136 


%. identity 


34 


NCBI Description 


(AL031579) dihydrofolate reductase [: 




pombe] 



[Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226825 

LIB3189-011-P1-K1-A1 

BLASTX 

g4191789 

197 

2.0e-15 

106 

45 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method ^. 
NCBI GI 
BLAST score 
E value 



226826 

LIB3189-011-P1-K1-A10 

BLASTX 

g3047085 

154 

2.0e-10 



32354 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 
55 

(AF058914) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq: No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



226827 

LIB3189 

BLASTX 

g267069 

329 

5.0e-31 

61 

95 

TUBULIN 
tubulin 
(M84696 
(M84697 



-011-Pl-Kl-All 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



226828 

LIB318 9-011-P1-K1-A12 

BLASTX 

g3914394 

720 

2.0e-76 

150 

90 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

226829 

LIB318 9-011-P1-K1-A2 

BLASTX 

g2829893 

311 - 

8.0e-29 

ir 

87 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
226830 

LIB318 9-011-P1-K1-A3 

BLASTX 

g4530585 

357 

7.0e-34 

85 

74 

(AF130978) B12D protein [Ipomoea batatas] 
226831 

LIB318 9-011-P1-K1-A5 

BLASTX 

g4455129 

194 

9.0e-15 



32355 



Match length 


85 


% identity 


42 


NCBI Description 


(AF12T761) ribonucleoprotein ZRNPl [Homo sapiens] 


Seq. No. 


226832 


Seq. ID 


LIB3189-011-P1-K1-A6 


Method 


BLASTX 




gZz 4 ouiz 


BLAST score 


179 


E value 


5.0e-13 


Match length 


62 


% identity • 


58 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


226833 


Seq. ID 


LIB3189-011-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2130073 


BLAST score 


252 


E value 


5.0e-22 


Match length 


65 


% identity 


78 


NCBI Description 


f ructose-bisphosphate aldolase (EC -4 . 1 . 2 . 13 ) isoenzyme 



cytosolic - rice >gi__786178_dbj_BAA08845_ (D50307 )* aldolase 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 



Seq. No. 


226834 \ 


Seq. ID 


LIB318 9-011-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g4490317 


BLAST score 


172 


E value 


2.0e-12 


Match length 


62 


% identity 


52 ' ■ 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


226835 


Seq. ID 


LIB3189-011-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2244841 


BLAST score 


255 


E value 


4.0e-22 


Match length 


92 


% identity 


53 


NCBI Description 


{Z97337) hypothetical protein [Arabidopsis thaliana 


Seq; No, 


226836 


Seq, ID 


LIB3189-011-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g228316 


BLAST score 


185 


E value 


2.0e-14 


Match length 


57 


% identity 


58 


NCBI Description 


albumin [Theobroma cacao] 




■ 

32356 



Seq. ,No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226837 

LIB318 9-011-P1-K1-B10 

BLASTX 

g3914832 

214 

3.0e-17 

59 

66 

DNA-DIRECTED RNA POLYMERASE MITOCHONDRIAL PRECURSOR 
>gi_1742971_emb_CAA70583_ (Y09432) mitochondrial singel 
subunit DNA-directed RNA polymerase [Arabidopsis thaliana] 
>gi_2330566_emb_CAA70210_ (Y09006) mitochondrial 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 
NCBI Description 



226838 

LIB3189-011-P1-K1-B12 

BLASTX 

g2129840 

378 

2.0e-36 
113 
■65 

nucleosome- assembly protein 1 - soybean >gi_1161252 
(L38856.) nucleosome assembly protein 1 [Glycine max] 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226839 

LIB3i8 9-011-Pl-Kl-B2 

BLASTX 

g4006878 

391 

4.0e-38 

97 

70 

.(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
226840 

LIB318 9-011-P1-K1-B6 

BLASTX 

g4406816 

589 

3.0e-61 

119 

91 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226841 

LIB318 9-011-P1-K1-B7 

BLASTX 

gll99806 

176 

5.0e-13 

52 

65 

(X95663) elongation factor 1 alpha [Brugia pahangi] 



Seq. No. 



226842 



32357 



Seq. ID 


LIB3189-011-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4098129 


BLAST score 


383 .. 


E value 


4.0e-37 


Match length 


89 


% identity 


82 


NCBI Description 


(U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


226843 


Seq. ID 


LIB3189-011-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


4 98 


E value 


2.0e-50 


Match length 


144 


% identity 


7 


NCBI Description 


(AL021684) receptor protein kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


226844 


Seq. ID 


LIB3189-011-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl351408 


BLAST score 


339 


E value 


8.0e-32 


Match length 


106 


% identity 


67 


NCBI Description 


VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 




>gi 1076563 pir S51117 cystein proteinase - sweet orange 




>gi~633185 emb CAA87720 (Z47793) cystein proteinase (by 




similarity) [Citrus sinensis] >gi 1588548 prf 2208463A 




vascular processing protease [Citrus sinensis] 


Seq. No. 


226845 


Seq. ID 


LIB3189-011-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


347 


E value 


3.0e-33 


Match length 


82 


% identity 


84 


NCBI Description 


{AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


226846 


Seq. ID 


LIB318 9-011-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3142289 


BLAST score 


151 


E value 


5.0e-10 


Match length 


44 


% identity 


68 


NCBI Description 


(AC002411) Strong similarity to beta-keto-Coa synthase 




gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 


Seq. No. 


226847 


Seq. ID 


LIB318 9-011-PlrKl-D2 



32358 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length" 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3914685 

292 

6.0e-27 

68 ■ 
82 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 
protein L17 [Zea mays] 



{AF034 94 8) ribosomal 



226848 

LIB3189-011-P1-K1-D4 

BLASTX 

gl26770 

466 • 

l.Oe-48 

105 

84 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3,2) - upland cotton 

>gi_18507_emb_CAA3654 6_ (X52305) malate synthase (AA 1-567) 
[Gossypium hirsutum] 

226849 

LIB318 9-011-P1-K1-E10 
BLASTX ■ " 

g2935298 
653 

2.0e-68 

145 

94 

{AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

226850 

LIB318 9-011-P1-K1-E2 

BLASTX 

g2244838 

145 

5.0e-09 

37 
73 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
226851 

LIB318 9-011-P1-K1-E5 

BLASTX 

g3808101 

430 

2.0e-42 

128 

68 

(AJ012165) chloroplast protease [Capsicum annuum] 
226852 

LIB318 9-011-P1-K1-E6 

BLASTX 

g4539305 



32359 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

N^CBI" Description 



403 ' " 

8.0e-45 

135 

62 

(AL049480) putative protein [Arabidopsis thaliana] 
226853 

LIB3189-011-P1-K1-E7 

BLASTX 

g2980781 

184 

l.Oe-13 

53 

58 

(AL022198) putative protein [Arabidopsis thaliana] 
226854 

LIB3189-011-P1-K1-F3 

BLASTX 

g730645 

592 

2.0e-61 

133 

89 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
{Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein 815 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza- 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


226855 




Seq. ID 


LIB3189-011-P1-K1-F8 




Method . 


BLASTX 




NCBI GI 


g3461845 




BLAST score 


195 




E value 


6.0e-15 




Match length 


74 




% identity 


54 




NCBI Description 


(AC005315) hypothetical protein 


[Arabidopsis thaliana] 


Seq. No, 


226856 




Seq. ID 


LIB3189-011-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


g4322940 




BLAST score 


350 




E value 


4.0e-33 




Match length 


109 




% identity 


37 




NCBI Description 


(AF096299) DNA-binding. protein 2 


[Nicotiana tabacum] 


Seq, No. 


226857 




Seq. ID 


LIB318 9-011-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


g3687243 





32360 



BLAST score 1-24 
E value l.Oe-12 
Match length 55 
% identity 78 

NCBI Description (AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226858 

LIB318 9-011-P1-K1-G10 
BLASTX 
gl703091 
197 

2.0e-15 
50 
80 

ACYL CARRIER PROTEIN, MITOCHONDRIAL 
(NADH-UBIQUINONE OXIDOREDUCTASE 9.6 
>gi_903689 (L23574) acyl carrier protein precursor 
[Arabidopsis thaliana] >gi_3341682 {AC003672) acyl carrier 
protein [Arabidopsis thaliana] 



PRECURSOR (ACP) 

KD SUBUNIT) (MTACP-1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226859 

LIB318 9-011-P1-K1-G12 

BLASTX 

g3928083 " 

627 

l.Oe-65 

151 

76 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 


226860 


Seq. ID 


LIB3189-011-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3894099 


BLAST score 


538 


E value 


4.0e-55 


Match length 


118 


% identity 


89 


NCBI Description 


(AJ012750) MCM3 protein [Pisum sativum] 


Seq. No. 


226861 


Seq. ID 


LIB318 9-011-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


169 


E value 


9.0e-12 


Match length 


94 


% identity 


45 


NCBI Description 


(U12757) diphenol oxidase [Acer pseudoplatanus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



226862 

LIB3189-011-P1-K1-G4 

BLASTX 

g2078350 

223 

3.0e-18 



32361 



Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(U95923) transaldolase [Solanum tuberosum] 
226863 

LIB3189-011-P1-K1-G5 

BLASTX 

g2829204 

512 

4.0e-52 

120 

86 

(AF044204) lipid transfer protein precursor [Gossypiuiu 
hirsutum] 



Seq. No. 


226864 


Seq. ID 


LIB3189-011-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


328 


E value 


9.0e-31 


Match length 


87 


% identity 


75 


NCBI Description 


(L08199) peroxidase [d 


Seq. No. 


226865 


Seq. ID 


LIB3189-011-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g730536 


BLAST score 


103 


E value 


2.0e-ll 


Match length 


72 


% identity 


64 


NCBI Description 


60S RIBOSOMAL PROTEIN ! 



>gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 



60S ribosomal 



Seq^<. No . 


226866 


Seq. ID 


LIB318 9-011-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2764806 


BLAST score 


189 


E value 


l.Oe-14 


Match length 


45 


% identity 


71 


NCBI Description 


(X7854 8) epoxide hydrolase 


Seq. No. 


226867 


Seq. ID 


LIB3189-011-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2497743 


BLAST score 


174 


E value 


l.Oe-12 


Match length 


57 


% identity 


60 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 




>gi_999315_bbs_166991 (S78: 




[Gossypium hirsutum=cotton 



(GH3) 



32362 



[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226868 

LIB3189-011-P1-K1-H4 
BLASTX V 
g3694811 
175 

7.0e-13 

36 

86 

(AF060481) p-hydroxyphenylpyruvate dioxygenase [Arabidops 
thaliana] 



Seq. No. 226869 

Seq. ID LIB3189-011-P1-K1-H6 

Method BLASTX 

NCBI GI g4432839 

BLAST score 296 

E value 5.0e-27 

Match length 59 

% identity 52 

NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 

Seq. No. 226870 

Seq. ID LIB3189-012-P1-K1-A6 

Method BLASTX ; 

NCBI GI g2388885 

.BLAST score 137 

E value l.Oe-08 

Match length 51 

% identity 57 

NCBI Description (Y14762) glutathione peroxidase [Lycopersicon esculentum] 



Seq. No. 


226871 


Seq. ID 


LIB318 9-012-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


185 


E value 


8.0e-14 


Match length 


90 


% identity 


50 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


226872 


Seq. ID 


LIB3189-012-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


249 


E value 


l.Oe-21 


Match length 


73 


% identity 


66 


NCBI Description 


(AC006532) putative multispanning membrane 




[Arabidopsis thaliana] 


Seq. No. 


.226873 


Seq. ID 


LIB3189-012-P1-K1-B1 


Method 


BLASTX 



32363 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2149640 

477 ^ . ' 

5.0e-48 

114- 

83 

(U91995) Argonaute protein [Arabidopsis thaliana] 
226874 

LIB318 9-012-P1-K1-B2 

BLASTX 

gll71035 

161 

4.0e-ll 

43 

60 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 PKIWI504 

>gi_1086021_pir S48038 metallothionein-like protein - kiwi 

fruit >gi_450245 {L27813) metallothionein-like protein 
[Actinidia deliciosa] 

226875 

LIB3189-012-P1-K1-C8 

BLASTX 

g543905 

503 

3.0e-51 

94 

94 

BRASS INOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

226876 

LIB318 9-012-P1-K1-C9 

BLASTX 

g312179 

570 

7.0e-59 

135 

81 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 {U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

226877 

LIB3189-012-P1-K1-D1 

BLASTX 

g2435511 

255 

5.0e-22 

93 

56 

{-AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] '■" 



Seq. No. 



226878 



32364 



Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-012-P1-K1-D12 

BLASTX 

g3894183 

256 

5.0e-22 

141 

30 

(AC005662) 



calmodulin-like protein [Arabidopsis thaliana] 



226879 

LIB318 9-012-P1-K1-D4 

BLASTX 

g3059131 

260 

8.0e-27 

118 

53 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 
226880 

LIB318 9-012-P1-K1-D7 

BLASTX 

gl26896 

191 

5.0e-15 

43 ^ 
91 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 







to 320) [Citrullus lanatus] 




Seq. No. 


226881 




Seq. ID 


LIB318 9-012-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


gl20669 




BLAST score 


363 




E value 


4.0e-35 




Match length 


70 




% identity 


93 




NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

226882 

LIB318 9-012-P1-K1-D9 

BLASTX 

g462013 

468 

6.0e-47 

135 

73 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 
>gi_542022_pir S39558 HSP90 homolog - Madagascar 



32365 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 

226883 

LIB318 9-012-P1-K1-E11 

BLASTX 

g3643603 

555 

3.0e-57 

127 

84 

(AC005395) unknown protein [Arabidopsis thaliana] 
226884 

LIB318 9-012-P1-K1-E3 

BLASTX 

g3023713 

207 

7.0e-17 

52 

85 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSEl). >gi_780372 
(U09450) enolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226885 

LIB318 9-012-P1-K1-E4 

BLASTX 

gl36057 

185 

2.0e-14 

38 

89 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_994 99_pir ^A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

226886 

LIB318 9-012-P1-K1-E6 

BLASTX 

g4204300 

354 

l.Oe-33 

104 

63 

(AC003027) Unknown protein [Arabidopsis thaliana] 
226887 

LIB318 9-012-P1»K1-E7 

BLASTX 

g4105696 

523 

9.0e-54 

127 

86 

{AF04 9870) beta tubulin 1 [Arabidopsis thaliana] 



32366 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226888 

LIB3189-012-P1-K1-F1 

BLASTX 

g3024629 

189 

3.0e-14 

134 

31 

GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-GAMMA) 

>gi_423252_pir S32369 gamma-SNAP protein - bovine 

>gi_298 669_bbs_127528 gamma soluble NSF attachment protein, 
gamma SNAP=N-ethyl-maleimide-sensitive fusion protein 
attachment protein [cattle, brain. Peptide, 328 aa] 

>gi_44584 6_prf 1910317C NSF attachment protein 

(SNAP) : ISOTYPE=gamma [Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226889 

LIB318 9-012-P1-K1-F10 

BLASTX 

g2780365 

138 

l.Oe-09 

79 

51 

(AB007693) Elongin C [Drosophila melanogaster] 
226890 

LIB318 9-012-P1-K1-F1'2 

BLASTX 

gl346675 

628 

l.Oe-65 

132 

89 

NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B). 
>gi_499112 {U10283) nucleoside diphosphate kinase [Flaveria 
bidentis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226891 

LIB3189-012-P1-K1-F4 

BLASTX 

g3128228 

307 

3.0e-28 
69 

86 . , 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



226892 

LIB3189-012-P1-K1-F5 

BLASTX 

g3024629 

188 

5.0e-14 



32367 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
32 

GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-GAMMA) 

>gi_423252_pir S32369 gamma-SNAP protein - bovine 

>gi_298669_bbs_127528 gamma soluble NSF attachment protein, 
gamma SNAP=N-ethyl-maleimide-sensitive fusion protein 
attachment protein [cattle, brain, Peptide, 328 aa] 

>gi_4 4584 6_prf 1910317C NSF attachment protein 

(SNAP) : ISOTYPE=gamma [Bos taurus] 

226893 

LIB3189-012-P1-K1-F6 

BLASTX 

g3980396 

460 

4.0e-46 

111 

77 

(AC004561) 
thaliana] 



putative C-4 sterol methyl oxidase [Arabidopsis 



226894 

LIB3189-012-P1-K1-G1 ' 
BLASTX 

g2507455 • 
435 

4.0e-43 

102 

86 

FORMATE- -TETRAHYDRO FOLATE LIGASE ( FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir ^A43350 

f ormate--tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-formyltetrahydrof olate synthetase 
[Spinacia oleracea] 

22,6895 

LIB3189-012-P1-K1-G11 

BLASTX 

gl915974 

631 

5.0e-66 

149 

81 

(U62329) fructokinase [Lycopersicon esculentum] >gi__2102693 
{U64818) fructokinase [Lycopersicon esculentum] 

226896 

LIB318 9-012-P1-K1-G2 

BLASTX 

g2662343 

614 

5.0e-64 

122 

97 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 



226897 



32'368 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Se,q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-012-P1-K1-G3 

BLASTX 

gl30720 

279 

9.0e-25 

126 

44 

PROTEOLIPID PROTEIN PPAl >gi_101508_pir ^A34 633 probable 

H+-transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 



226898 

LIB318 9-012-P1-K1-G8 

BLASTX 

g2583123 

423 

2.0e-42 

128 

80 

(AC002387) putative nucleotide 
thaliana] 



sugar epimerase [Arabidopsis 



226899 

LIB318 9-012-P1-K1-H10 

BLASTX 

g2829204 

369 

2.0e-35 

70 

99 

{AF04 4204) lipid transfer protein precursor [Gossypium 
hirsutum] 

226900 

LIB3189-012-P1-K1-H11 

BLASTX 

g2500443 

159 

7.0e-ll 

32 
100 

40S RIBOSOMAL PROTEIN S14 >gi_1762931 (U66262) ribosomal 
protein S14 [Nicotiana tabacum] 

226901 

LIB3189-012-P1-K1-H2 

BLASTX 

g3080402 

262 

3.0e-23 

76 

71 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi_4455266_emb_CAB36802 . 1_ 



32369 



(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 



Seq. No. 


226902 


Seq. ID 


LIB318 9-012-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


a3860259 


BLAST score 


190 


E value 


2.0e-14 


Match length 


90 


% identity 


49 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


226903 


Seq. ID 


LIB318 9-012-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl402833 


BLAST score 


166 


E value 


4 . Oe-12 


Matrh Ipnath 


41 


% idpntitv 


83 


NCBI Description 


(U60147) plasma itieiubrane itiajor intrinsic protein 1 [Beta 




vulgaris ] 


Seq. No. 


226904 


Seq. ID 


LIB318 9-012-P1-K1-H7 


Method 


BLASTX 


NCBI GT 


a4 191255 


BLAST score 


385 


F. V3 1 IIP 

J— 1 V Cl -I- 


2.0e-37 


Mr5l"ph 1 pnrri'h 


81 


% identity 


89 


NCBI Description 


{AJ132323) chalcone synthase [Casuarina glauca] 


Seq. No. 


226905 


Seq. ID 


LIB318 9-012-P1-K1-H8 


Method 


BLASTX 


NCBI^ GI 


a2267567 


BLAST score 


419 


E value 


2.0e-41 


Match lencrth 


92 


% Idpnt i t V 


87 


NPRT Dp s p y "i int 1 nn 


^APOOQDO'^^ rrl VP "1 np — t 1 ph RNA HinHinn nTO"l"p"in 1 f Pp "! Trron "i nm 




X hortorum] >gi 2267569 (AF009004) glycine-rich RNA bindinc 




protein 2 [Pelargonium x hortorum] 


Seq. No- 


226906 


Seq. ID 


LIB318 9-013-P1-K1-'A1 


Method 


BLASTX 


NCBI GI 


g2130017 


BLAST score 


391 


E value 


7.0e-38 


Match length 


,122 


% identity 


58 


NCBI Description 


hypothetical protein - common sunflower 



>gi_1040729_emb_CAA60621_ (X87143) cytochrome b5 containing 
fusion protein [Helianthus annuus] 



32370 



Sec5. No. 


226907 


Seq. ID 


LIB3189-013-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


al280611 




1 u o 


£j V a. _L U.C 


fi np-47 




129 




64 




^nS'^Rfin^ c'+'PTO'iH TPHno+'^ciP HPT^ F A'r;:iHi Home; i q +-1 


Sea No 


226908 


Seq. ID 


LIB318 9-013-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2924520 




503 


R Trp 1 IIP 


4 . Oe-51 




108 


St nHor»'t~i'h\7 


91 




\ r\lJ \J £. c^\J £^ O 1 ^Xa OlUd llldlULfX dliC XllLXXliOXL' ^XL^LCXll \\ 




r A T*;5 h 1 Hoo Q"i Q "hHal nana! 
L rtx diJXLAvj^o xo L.iidxxdiidj 


C(2>rT Mo 

O C ^ * LM . 




O ^ ^ > XL/ 


XIXJD..JX07 LrX^ IT'X IXX t\ i 




RT.A9TX 


NCBI GI 


gl694976 


BLAST score 


170 


Hj V d-L Lie 


2 np-12 




v? X 






MPRT e^OT "i of" "1 on 


\ xu^/io^ y ni'jvj X L "X dJkJX LA^J^ o x o Li idx x diid j 








^Hal "i anal 
LiidXXdiid J 


Sea No 


226910 


Seq. ID 


LIB318 9-013-P1-K1-A8 


Method 


BLASTX 


1\ V_/ D i L3 X 


a9r)6SR^l 




4 7ft 


E va.lue 


9 no-4R 


L^idOLoii Xdi^Lll 


;/ *j 


Sc "iHfan"l~i+*\7 

Q -L^^Cl 1 L. J. L. y 




KfPRT n<=i <? n T "i o1~ 1 on 


\\j 1 \j £.\> ) ^liXXKJ jJCLd yxuodiidoc L xiy LrfL/^ti X o X L^vJi l 


O C L^ . Vi\J * 


226911 


Spa TD 

O C LJ . XL/ 


LIB318 9-013-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2129921 


RT ZiQT QOOT'P 


1 Q4 

X ^ 1 


E value 


8 . Oe-15 


Match length 


51 


% identity 


75 


NCBI Description 


hypothetical protein 1 - Madagascar periwinkle 




(U12573) putative [Catharanthus roseus] 


Seq. No. 


226912 


Seq. ID 


LIB31§9-013-P1-K1-B1 



32371 



Method 

NCBI GI 

BLAST score 

E value 

Match length.; 

% identity 

NCBI Description 



BLASTX 

g4455800 

190 

2.0e-14 

65 

51 

(Z97343) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226913 

LIB318 9-013-P1-K1-B11 

BLASTX 

gll74600 





658 


Hj V CL X Li c 


3 . Oe-69 




130 


% ■iHPTTl~"i*l~\7 


92 




TriRflT.TN RFTA PHATM >rr-i 4^*^710 ( 




bet a— tubulin fOrvza sativa! 


O C ^ • IN v.** • 


226914 


Seq. ID 


LIB3189-013-P1-K1-B12 


Method 


BLASTX 


LN \^ O X OX 


a298232P 


OXirrO X OK^KJ-L^ 


1 1 1 

/XX 


lit V cix Lie 




LiCtLOii Xdl^L-ii 


1 4 Q 

X 1 ^ 


^ XLiciiL-Xuy 


O Z7 


IN\_/I3x Ucov-x xpCXUil 




*^e^n Kin ■ 


^ ^ U ^ X '■J 


Seq. ID 


LIB3189-013-P1-K1-B3 


Method 


BLASTX 


NCRT GT 

\^ LJ J_ \J X 


al703375 




^ o o 


E value 


ft • Uts ^ D 


iiClL.V_il XCiiv^ Lli 


O 1 


^ X\J.cIlLXL.y 


Q4 


KfPRT n<=> cir-r"! n't" 1 on 
ln\^ox l^c: ov^x x^ L-Xv^ii 


nnp-R TR09YT.ATT0KI FAPTOR 1 >rri * 
rti-'ir r\X ovyo X Xir\ J. X WIN crt\^±wr\ x -^yx 




DcARFl [Daucus carota] 


Seq. No. 


226916 


Seq. ID 


LIB318 9-013-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4006867 


BLAST score 


153 


E value 


2.0e-10 


Match length 


55 


% identity 


62 


NCBI Description 


{Z99707) putative protein [Aral 


Seq. No. 


226917 


Seq. ID 


LIB3189-013-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gll75016 


BLAST score 


176 


E value 


2.0e-13 


Match length 


63 



>gi_965483 dbj BAA08259 {D45420) 



32372 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

WHITE PROTEIN HOMOLOG :?gi_116018 6_enib_CAA62631_ (X91249) 
white [Homo sapiens] 

226918 

LIB318 9-013-P1-K1-B7 

BLASTX 

g951427 

287 

8.0e-26. 

99 

60 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



Seq. No. 226919 

Seq. ID LIB3189-013-P1-K1-B9 

Method BLASTX 

NCBI GI gl545805 

BLAST score 235 

E value l.Oe-19 

Match length 93 

% identity 54 

NCBI Description (D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 

Seq. No. 226920 

Seq. ID LIB3189-013-P1-K1-C10 

Method BLASTX 

NCBI GI g2811278 

BLAST score 243 

E value 5'.Ge-21 

Match length 63 

% identity 76 

NCBI Description {AF043284) expansin [Gossypium hirsutum] 

Seq. No. 226921 

Seq. ID LIB3189-013-P1-K1-C12 

Method BLASTX 

NCBI GI g218157 

BLAST score 608 

E value 2.0e-63 

Match length 133 

% identity 90 

NCBI Description (D13512) cytoplasmic aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226922 

LIB3189-013-P1-K1-C2 

BLASTX 

g730583 

275 

2.0e-24 

76 

75 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_5512 67_emb_CAA5504 7_ 
(X78213) 60s ^acidic ribosomal protein P2 [Parthenium 
argentatum] 



32373 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



226923 

LIB318 9-013-P1-K1-D1 

BLASTX 

g3915031 

759 

5.0e-81 

145 

99 

ACYL-[ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
{X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

226924 

LIB3189-013-P1-K1-D12 

BLASTX 

g4454014 

259 

2.0e-22 

123 

44 

(AL035396) putative protein [Arabidopsis thaliana] 
226925 

LIB3189-013-P1-K1-E1 

BLASTX 

g3702327 

290 

5, Oe-26 

96 

62 

(AC005397) unknown protein [Arabidopsis thaliana] 



226926 

LIB3189-013-P1-K1-E10 

BLASTX ■ 

gl703375 

488 

2.0e-49 

96 

99 

ADP-RIBOSYLATION FACTOR 1 >gi 
DcARFl [Daucus carota] 



965483_dbj_BAA08259_ (D45420) 



226927 

LIB318 9-013-P1-K1-E12 

BLASTX 

g2497543 

500 

l,0e-50 

122 

83 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_4 4 4023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

226928 



32374 



Seq. ID 


LIB3189-013-P1-K1-E8 

xj X imf ^ X. \j \yXi_/ XX i\ X j_j 


lie L-iiV-rV^ 


BLASTX ' 


NCBI GI 


a730583 


BLAST score 


219 


E value 


4.0e-18 


Match length 


56 


% identitv 

Q ^ w 111,* ^ \^ y 


79 


MPRT Dp t^pr 1 n1" "i on 

IN \,.,>> i-f X Ly e o w X X k-/ I- -X w 1 1 


60S ACIDIC RIBOSOMAL PROTEIN P2 >ai '551267 emb CAA55n47 




{X78213) 60s acidic ribosoitial protein P2 [Partheniuin 




a TCTP nt* a t urtil 


Sea. No. 


226929 


Seq. ID 


LIB318 9-013-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl362086 


BLAST score 


150 


E value 


4 . Oe-10 


Match lencrth 


29 




97 


NCBI Description 


5-methyltetrahydropteroyltriglutamate — homocysteine 




S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 




>gi 2129919 pir S65957 




5 — TTipt hv 1 1 pt T'ahvdroDt p rovl t r iolut ama t e — — hoirtocvst p inp 




o —rn p -I- K -1/ "1 -t-T-a-no-pfi-i^aqp fRC ? 1 1 14^ — MpiHs (73 ^^cpif nPTiwinlclp 

la/ iii^ 1 1 Y X X cii lo X c X a. o w \ JLjv.r ^ . X ■ X . x^ y i iciv^ci^ a. o ^_rCix k/gx x vvxiiJvx^ 




>ai '886471 emb CAA5847'4 (X83499) methionine svnthase 




r Pa t* h A 7"P n t" hn s "mspiisl 

L V>r Cl 1 IQ X ai 1L.11L10 XV-/0w<>10J 


kj C • 1 N • 


226930 


Seq. ID 


LIB3189-013-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


247 


F" Tr a 1 n o 
xj vox Lie 


3 . Oe-21 


Mp'hr'h 1 pnryhh 


84 


% 1 dPT! 1" 1 1" V 
O XLiieilL.-LL.jr 


55 


KfPRT np t^nT "i rrt" 1 nn 

IN^OX L^e O L^X X U X i 


fAPOnSRfin^ h vmni" hpi~ ipal DT"n1~Pin FAt^^Hi Hoti ^ \ t*hipil "i;=in;^l 

\£^\^\J Ki ^ \J\J 1 1 1 L i iC? L X V_> Cl X ^XV^LC^Xll /^X CLx^ X V^V^ O X O L. 1 id X X Cl 1 iCL J 


Seq. No. 


226931 


Seq. ID 


LIB3189-013-P1-K1-F12 


Mp-H h nd 

lie k^llWVuil 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


680 


F. va 1 HP 

i— 1 V CI X ue 


9. Oe-72 


llClL.V_>iI Xdl^ Lll 


134 


%: idpn'hi'l~\/ 

o XUCllL-XL.^ 




NPRT DpspTiotion 

l^NurX'X l_/e O X X k>/ ^ X V_i'l 1 


ADP-RIBOSYLATION FACTOR 1 >ai 965483 dbi BAA08259 (D45420 




npARFl [0^511011=1 psr'O'hsl 

lJ k^lxLk L X |_ L/Cl U. ^ LL O L^CLXV^LCIJ 


O C . IN L^ • 


226932 


Seq. ID 


LIB318 9-013-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3879754 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


107 


% identity 


42 



NCBI Description (Z72514) Similarity to Rabbit glycogenin (SW: GLYG_RABIT) 



32375 



[Caenorhabditis elegans] 



Seq. No. 


226933 


Seq. ID 


LIB3189-013-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


a2369714 




295 


E value 


9. Oe-27 


M^^It*!! 1pnn"t"h 


111 


% i dpnl" i 1" V 


58 


NCBI Description 


fZ97178^ elonaation factor 2 TBpta vulo^aTis 


Seo No 


226934 


Seq. ID 


LIB318 9-013-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2267567 ' 


BLAST *^mrp 


273 


J-i V Cl -L U C 


1 . Oe-24 




7*^ 


% 1 Hpn 1" "1 t v 


74 












Drotpin 2 f Pelarcronium x hort oninil 


Seq. No. 


22'6935 


Seq. ID 


LIB318 9-013-P1-K1-G10 


Method 


BLASTX 


NCBI ;GI 


g4193382 


BLAST score 


379 


E value 


2.0e-36 


Match length 


85 


% identity 


82 


NCBI Description 


(AF083336) ribosomal protein S27 [Arabidops. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4193384 {AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

226936 

LIB318 9-013-P1-K1-G4 

BLASTX 

g4115377 

428 

3.0e-42 

122 

72 

(AC005967) unknown protein [Arabidopsis thaliana] 
226937 

LIB3189-013-P1-K1-G5 

BLASTX 

g862640 

398 

8.0e-39 

92 

85 

(U20182) MADS-box protein AGLll [Arabidopsis thaliana] 
>gi_4 538 999_emb_CAB39620.1_ (AL049481) MADS-box protein 
AGLll [Arabidopsis thaliana] 



32376 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226938 

LIB3i89-013-Pl-Kl-G9 " 

BLASTX 

g3880625 

158 

8.0e-ll 

60 

50 

(Z93785) predicted using Genefinder; similar to RNA 
recognition motif, (aka RRM, RBD, or RNP domain); cDNA EST 
EMBL:T01682 comes from this gene; cDNA EST EMBL:M75823 
comes from this gene; cDNA EST EMBL:D27559 comes from this 
ge 

1'- 

226939 

LIB3189-013-P1-K1-H5 

BLASTX 

gl362086 

330 

5.0e-31 

78 

85 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2,1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
' S-methyltransf erase (EC 2,1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

226940 

LIB3189-014-P1-K1-A1 

BLASTX 

g4512671 

297 

4.0e-27 
84 

68 ■ 

(AC006931) unknown protein [Arabidopsis thalia.na] 
226941 

LIB3ie9-014-Pl-Kl-All 

BLASTX 

g2492953 

147 

7.0e-10 

66 

52 

CHORISMATE SYNTHASE 2 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 2) 

>gi_542027_pir S40409 chorismate synthase (EC 4.6,1.4) 2 

precursor - tomato >gi_4 1048 4_emb^CAA7 985 4_ (Z21791) 
chorismate synthase 2 [Lycop^rsicon esculentum]. 



Seq. No. 
Seq. ID 



226942 

LIB318 9-014-P1-K1-A12 



32377 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ^' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2506139 

452 

5,0e-45 

106 

85 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314 04 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

226943 

LIB318 9-014-P1-K1-A2 

BLASTX 

g3075398 

354 

l.Oe-33 

114 

56 

(AC004484) unknown protein [Arabidopsis thaliana] 
226944 

LIB318 9-014-P1-K1-A4 

BLASTX 

g2119719 

250 

5.0e-22 

56 

89 

heat-shock cognate protein 70-3 - tomato >gi^7 62844 
(L41253) Hsc70 [Lycopersicon esculentum] 

226945 

LIB318 9-014-P1-K1-A5 

BLASTX 

g3901014 

235 • 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

226946 

LIB318 9-014-P1-K1-A6 

BLASTX 

g543905 

778 

3.0e-83 

146 

95 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



226947 
LIB3189-014- 
BLASTX ' 
g4567203 



■Pl-Kl-Bl 



32378 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

l.Oe-22 

52 

94 

(AC007168) putative beta-hydroxyacyl-ACP dehydratase 
[Arabidopsis thaliana] 

226948 

LIB3189-014-P1-K1-B11 

BLASTX 

g4467157 

346 

1..0e-32 

113 

60 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

226949 

LIB3189-014-P1-K1-B3 

BLASTX 

g2959767 

398 

5.0e-39 

101 

50 

(AJ002584) ■AtMRP4 [Arabidopsis thaliana] >g.i_3738292 
(AC005309) glutathione-conjugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226950 

LIB3189-014-P1-K1-B7 

BLASTX 

g2832664 

183 

l.Oe-13 

91 

42 

(AL021710) pollen-specific protein 
thaliana] 



- like [Arabidops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method ■ 
NCBI GI 
BLAST score 
E value 



226951 

LIB3189-014-P1-K1-B9 

BLASTX 

g3980380 

200 

l.Oe-15 

44 

91 

(AC004561) putative enolase [Arabidopsis thaliana] 
226952 

LIB3189-014-P1-K1-G11 

BLASTX 

g2213628 

136 

l.Oe-09 



32379 



L JCl la- ^1 i CI La 1 1 




% identitv 

(7 «L W A 1 ^ ^ J 


45 


NCBI Descrintion 




Seq. No. 


226953 


Seq. ID 


LIB318 9-014-Pl-Kl-r3 


Method 


BLASTX 


NCBI GI 


g3738320 


BLAST score 


201 


V ^JL \A 


1 . Oe-15 


1 -IGi \a W 1 1 ^ 1 1 W I,* 1 1 


115 




40 


MPRT npcipr "i r»"t~ "i nn 


( 7\C*C)Ci^'] 1 0 \ Tin 1~ "i T7P 1 nn anio\7 1 C*r\Ti ypHnr^i" a T ZivaV^T H<^»^e -1 

\ \J \J -J X f \J J ^LIUCIL-XVC ^Xill idillV^^ J. ±. Ki\jL\JL\^ Ldo^ Lrti. dXJXUwkJO-Ui 




L.iiCLJ.J.ClliCL J 


Sea. No. 


226954 


Seq. ID 


LIB318 9-014-Pl-Kl-r6 

■LJ X J_/ ulX^Jw/ WX^ L Ji, L\ X \^ \J 


Met" hod 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


332 


R V3 1 n p 


2 Oe-33 


MstT'h 1 pnrfhh 

11CIL.V_>11 ^dlUL.11 


89 


3: iHpn'h*if"\7 


91 

^ X 


NCBI Descri-^nt ion 


nnp-RTROSYLATTON FACTOR 1 >^^ 9fi^4ft'^ Hbi-i RAAnR9'=iQ (Vid^, 




nr*ARK*1 rn^^nr'nc; n^jTo-h^^l 


Sea No 


-226955 

^ ^ V ".J 


Seq. ID 


T.TR'^1 8 9-01 4-P1 -K1 -PQ 
xixo>jxo^ \j X 1 x X r\.x v.^ ^ 


Method 


BLASTX 


NCBI GI 


g3175990 


BLAST ^cCiTf^ 


270 


R tr^^ 1 n P 

i-j V d X Lie 






S9 


?; 1 Hpnl" 1 1" V 

O ^\JL^ L I JL \^ Y 


90 




\n.u u \j J o o I yjuc uxoout-j-d uxuii xniiiJijxtox L^-Lcer arxeuinuiuj 


Sea No 


226956 


Seq. ID 


LTB31 8 9-01 4-P1 -KT -m 

XlXJ-f'.^XU^VXIxXiAXL/X • 


Method 


BLASTX 


NCBI GI 


gl21631 


BLAST score 


305 


E value 


7.0e-28 


Match length 


97 


% identity 


62 


NCBI Description 


GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 



>gi 72323 pir KNNT2S glycine-rich protein 2 - wood tobacco 
>gi_19743_ertib_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 226957 

Seq. ID LIB3189-014-P1-K1-D2 

Method BLASTX 

NCBI GI g3025205 

BLAST score 177 

E value 5.0e-13 

Match length 73 

% identity 51 



32380 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



HYPOTHETICAL 65.1 KD,.. PROTEIN SLR1919 

>gi_1652223_dbj_BAA17i47_ (D90903 ) ' ABCl-like [Synechocystis 
sp.] 

226958 

LIB3189-014-P1-K1-D5 

BLASTX 

g2815493 

316 

4.0e-29 

80 

70 

SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXYPEPTIDASE C) 
(CP-MI) >gi_1731988_emb_CAA70816_ (Y09603) serine 
carboxypeptidase I, CP-MI [Hordeum vulgare] 

226959 

LIB3189-014-P1-K1-E1 

BLASTX 

gl928981 

526 

8.0e-54 

112 

93 

{U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

226960 . ' , 

LIB318 9-014 -P1-K1-E12 

BLASTX 

gl888357 

443 

5.0e-44 

146 

59 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_einb^t:AA72432_ {Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

226961 

LIB318 9-014-P1-K1-E6 

BLASTX 

gl88B357 

151 

6.0e-10 
58 

47 • • 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ {Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

226962 

LIB318 9-014-P1-K1-E8 
BLASTX 

g2935298 \ 
288 

5.0e-26 



32381 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value. . 

Match length 

% identity 

NCBI Description 



79 
70 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypiiom hirsutum] 

226963 

LIB3189-014-P1-K1-F10 

BLASTX 

g2662341 

647 

5.0e-68 

128 

95 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2 662345_dbj_BAA23659_ {D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

226964 

LIB3189-014-P1-K1-F12 

BLASTX 

g4105696 

577 

l.Oe-59 

113 

94 

(AF049870) beta tubulin 1 [Arabidopsis thaliana] 
226965 

LIB3189-014-P1-K1-F6 

BLASTX 

g3776082 

244 

l.Oe-20 

66 

71 

{Y18250) MtN30 [Medicago' truncatula] 
'226966 

LIB3189-014-P1-K1-F8 

BLASTX 

g3860258 

283 

2.0e-25 

90 

60 

(AC005824) unknown protein ' [Arabidopsis thaliana] 
226967 

LIB318 9-014-P1-K1-G10 

BLASTX 

gl843527 

443 . . 

4.0e-44 

115 

77 

(U73747) annexin [Gossypium hirsutum] 



32382 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226968 

LIB3189-014-P1-K1-G11 

BLASTX 

gl085384 

318 

2.0e-29 

74 

74 

Sm protein F - human .>gi_806564_emb_CAA59688_ (X85372) Sm 
protein F [Homo sapiens] 

>gi_4507131_ref_NP_003086.1_pSNRPF_ small nuclear 
ribonucleoprotein polypeptide F 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226969 

LIB3189-014-P1-K1-G12 

BLASTX 

g2494162 

316 

4.0e-29 

141 

44 

HYPOTHETICAL 39.9 KD PROTEIN T15H9.1 IN CHROMOSOME II 
PRECURSOR >gi_3879803_emb_CAA87414_ (Z47356) similar to 
DNAJ [Caenorhabditis elegans] ^ 



Seq. No. 


226970 


Seq. ID 


LIB318 9-014-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


506 


E value 


2.0e-51 


Match length 


116 


% identity 


82 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


226971 


Seq. ID 


LIB318 9-014-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g416758 


BLAST score 


254 


E value 


7.0e-22 


Match length 


95 


% identity 


54 


NCBI Description 


SERINE CARBOXYPEPTIDASE 




carboxypeptidase Y-like ] 




>gi_4 45120_prf 1908426A 




thaliana] 


Seq. No. 


226972 


Seq. ID 


LIB318 9-014-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3721926 


BLAST score 


278 


E value 


2.0e-30 


Match length 


139 


% identity 


52 



32383 



NCBI Description 



(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226973 

LIB3189-014-P1-K1-H10 

BLASTX 

g266972 

196 

3.0e-15 

54 

63 

40S RIBOSOMAL PROTEIN S29 >gi_631884_pir S30298 ribosomal 

protein S29 - rat >gi_1362934_pir S55919 ribosomal protein 

S29 - human >gi_57133_emb_CAA41778_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 {U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 (L31610) . 
homologous to antisense sequence of krev^l, anti oncogene 
[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi_1513230 (U66372) ribosomal protein S29 

[Bos taurus] >gi_1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] >gi_4506717_ref_NP_001023 . l_pRPS29_ 
ribosomal protein S29 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226974 

LIB3189-014-P1-K1-H4 

BLASTX 

g2494162 

179 

3.0e-13 

105 

34 

HYPOTHETICAL 39,9 KD PROTEIN T15H9.1 IN CHROMOSOME II 
PRECURSOR >gi_387 9803_emb_CAA87 414_ (Z47356) similar to 
DNAJ [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226975 

LIB3189-014-P1-K1-H6 

BLASTX 

g4 64 985 

313 

2.0e-29 

67 • 
90 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 ( UBIQUITIN-PROTEIN 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) (UBCAT4A) 
>gi_398699_emb_CAA7 8713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226976 

LIB3189-014-P1-K1-H8 

BLASTX 

g2511590 

377 

2.0e-36 

102 

75 

(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_3421111 



32384 



(AF043534) 20S proteasome beta subunit PBDl [Arabidopsis 
thaliana] 



Seq. No. 


:•■ 226977 


Seq. ID 


LIB3189-014-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


403 


E value 


2.0e-39 


Match length 


107 


% identity 


70 


NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 


Seq. No. 


226978 


Seq. ID 


LIB3189-015-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g218157 


BLAST score 


198 


E value 


2.0e-15 


Match length 


56 


% identity 


73 


NCBI Description 


(D13512) cytoplasmic aldolase [Oryza sativa] 


Seq. No, 


226979 


Seq. ID 


LIB3189-015-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


glll7780 


BLAST score 


362 


E value 


l.Oe-34 


Match length 


106 


% identity 


68 


NCBI Description 


(D4 9367) 4-couinarate : CoA ligase [Lithospermum 




erythrorhi zon] 


Seq. No. 


226980 


Seq. ID 


LIB3189-015-P1-K1-A5 


Method 


.BLASTX 


NCBI GI 


"'gl669601 


BLAST score 


414 


E value 


8.0e-41 


Match length 


93 


% identity 


81 


NCBI Description 


(D88747) AR401 [Arabidopsis thaliana] 


Seq. No. 


226981 


Seq. ID 


LIB3189-015-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl881378 


BLAST score 


478 


E value 


3.0e-48 


Match length 


106 


% identity 


90 


NCBI Description 


(AB001582) QM family protein [Solanum melongena] 


Seq. No. 


226982 


Seq. ID 


LIB3189-015-P1-K1-B2 


Method 


BLASTX 



32385 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3023187 
359 

l.Oe-34 

83 

87 

14-3-3-LIKE PROTEIN (G-BOX BINDING FACTOR) >gi_1773328 
(U80070) 14-3-3-like protein [Meseitibryanthemum 
crystallinum] 

226983 

LIB3189-015-P1-K1-B3 

BLASTX 

g2499489 

154 

9.0e-ll 

53 

62 

PyROPHOSPHATE--FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
BETA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi__483536_einb_CAA83683_ (Z32850) 
pyrophosphate-dependent phosphof ructokinase beta subunit 
[Ricinus communis] 

226984- 

LIB318 9-015-P1-K1-B5 

BLASTX 

g2129559 

452- 

3.0e-45 

107 

80 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226985 
LIB318 
BLASTX 
g30231 
196 

3.0e-l 

69 

65 

14-3-3 
(U8007 
crysta 



9-015-P1-K1-B6 

87 

5 



-LIKE PROTEIN (G-BOX BINDING FACTOR) >gi_1773328 
0) 14-3-3-like protein [Mesembryanthemum 
llinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



226986 

LIB3189-015-P1-K1-B7 

BLASTX 

g2262173 

238 

3.0e-20 



32386 





/ J 




/ o 


NCBI Descriotion 


\j ^ ^ J f LNrti^cfi uiix (^x tsuu AXii xcuU-v^Udoc [ rlx dU xUUp ^ -L o 




"HV^al 1 anal 


Sea No 


226987 


kJ C VJ • X 


T.TR'^1 RQ-OI S-Pl -PCI -fl 
±j±DO±oy \j ± ^ IT X r\.x ox 


Method 


BLASTX 


NCBI GI 


g3080414 




24 4 


p. 1 n p 

i-i V Cl X Lie 


1 . Oe-27 




74 


St 1 HottI" "I i' \r 


19 




\r\xj\j *i ) puLdLxve pxouexn [rixdDxaopsxs LndXidndj 


Sea No 


226988 


9<=»a TD 


xjxo<jx(j^ vj X .j It X i\x ox^ 


Method 


BLASTX 


NCBI GI 


g2642158 




47? 


V ciX Lie 


X > 4 / 


iiClL.^Xi XCli^L.!! 


X X u 


^ XUc^liUXLy 


77 


iNV^oJ. UcoCxipuiOn 


\rt.ouuouuuj nypoT,nei-xca± prouexn LHrdDiaopsis unaxianaj 


O C • IN Vj • 




Seq. ID 


TiTR*^! fiQ-DI S-P1 -K1 -r4 

XlXO'^XVa'^ W X <>J ^X IaX 04 


Method 


BLASTX 


NCBI GI 


gl657948 




^ 4 O 




O . Uc J VJ 


Ma +" /^Vi 1 o'H^'f'h 




S: "iHPTl"t~'i"t~\7 
o XvJ.diL.XL.y 


71 


LN^OX Uc O V^X Xp X LJli 


^u/ 04DD; lYixpo [ ^"^'"^-^ unGiuuiTi cr y s L d X X xnuiii J 


ii^ C ^ ■ IN • 


^ ^ u ^ ^ w 


O ■ X Ly 


XiXO^XO^ VJ X J IT X I\X OD 


Method 


BLASTX 


NCBI GI 


gl518540 


oxjr^o 1 o^wxc 


22S 

^ ^ 


Ti' tra 1 1 1 o 
Cj V dX LLcr 




Ma't"/^Vi 1 on/T'f~Vi 
l^idLwli Xeiiy L.I1 


7 


V X v^ei i L. X u _y 


88 


LNV^OX L^ie O OX Xp L. X vJXl 


\uoj4xoy uur gxucose aenyarogendSe Loxycme itiaxj 


pri Mo 


^ ^li U Z7 Z/ X 




T TR'^1 fiQ-01 ^-P1 -K'l -nl 
ijXDOXOj? UXO irX f\X UX 


t L. llL^Li 


RT.A^Ty 

OXtrtO 1 A 


NCBI GI 


g2500354 


BLAST score 


589 


K Vr3 1 13 P 

1— < V a ^ 


5 Oe-65 


Match length 


135 


% identity 


90 


NCBI Description 


60S RIBOSOMAL PROTEIN LIO (EQM) >gi 1902894 dbj BAA194 




(AB001891) QM family protein [Solanum melongena] 


Seq. No. 


226992 



32387 



Seq. ID 
■Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID, 

Method,., 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-015-P1-K1-D10 

BLASTX 

g2245021 

325 

l.Oe-35 

120 

68 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 

226993 

LIB3189-015-P1-K1-D11 

BLASTX 

g2497753 

196 

4.0e-15 

50 

64 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_enib_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



22^994 

LIB3189-015-P1-K1-D3 

BLASTX 

g586004 

276 

l.Oe-24 

64 

84 

SUPEROXIDE DISMUTASE 
superoxide dismutase 



[CU-ZN] >gi_421962_pir S34267 

{EC 1.15.1,1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_einb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

226995 

LIB3189-015-P1-K1-D4 

BLASTX 

gl771162 

159 

l.Oe-20 

115 

49 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

226996 

LIB318 9-015-P1-K1-D5 

BLASTX 

g710626 

287 

8.0e-26 



65 

(D30719) 



ERD15 protein [Arabidopsis thaliana] >gi_3241941 



32388 



(AC0.04 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Ocr^ • Vi\J » 


£. \J Zf y t 




J-tXOOXOZ? UXO ST X IaX LJ\j 




OXirlO 1 A 








1 fin 

X u w 


Hi V CL X Lie 


^ np-i 1 

^ • VJ C XX 




80 


^ X UCl i L. X L. y 




IN^OX UCOV^XX^UXlw'll 


( APOn fift 4 1 ^ nn known nTO+'pHn fATAlri rlon^ "hh^^liflnal 


Seq. No. 


226998 


Seq. ID 


LIB3189-015-P1-K1-D9 




RT.ASTX 






xJij/io i bUUxc 


X ^ u 


Hi V d X Lie 


3 . Oe-15 


LYia ucn xeng un 




^ xaenuxL-y 


DO 


iNL/CX uescxxpuxoii 


\i\\j\J\J DO ) UIlK-llUWIl pXvJLCXIl [_rtx ctiJXUCjpoXia L.1 Id X X dllcl J 




^rri 4'^14'^Q7 riK AAmRfin7 /ZXPnnfi9'^9^ rMTt-a+-iT7o ^in/^ -Finrror* 
^'gX fi O X 4 O Z7 / gu i-irt.L^XJDU/ \r\K^\J\J\j^ ) pU.Ua.L.XVti ZXIIC XXIigtJx 




protein [Arabidopsis thaliana] 


oeq. wo - 


Z Z D ^ ^ y ^ 


oeq . X u 


XiXDOXO-? UXO irX JaX Hi X u 


Kie L.noa 


RT AQTY 
DXifiO i A 


In D X X 


y J u o sj vj *i 


idXj-h.o i score 


1 t^9 
X 


hj value 


fi . ue X u 


Vlci uOll XCil^^Uii 


J o 


^ xoenuxuy 


7 Q 


NPRT np c; p r" 1 nt "i on 


fL223051 corP fMedicaao qatival 


Seq. No. 


o o T n n n 


oeq. lu 


XiXr5oXO^ UXO lrX r\X iiiO 


rje Lnoa 


RT ACJTY 


iNUOX VjX 


rr^RI Q1 fi4 
gjox^jxo*! 


oXtrio i scure 


1 ft ^ 
X o o 


E value 


q Ofi-I 4 


ixiaucn xeng uu 


D f 


^ XLiiCilUXL.y 




lNV_fOX L>C O L^ X X ^ L> X 1 


^AiTOI 2*^1 ftl cwf' ociol'ir' phiaopTonin H*=^l"l~;^ — <?nHnn "it' f P 1 mc* "i np 
\ r^w \j J. ^ •J J. \j / \_ryL>^o^xxv_> v_<'iici^exv,^ii-Lii^ ucxuci o liJu' LiiiXLi |_oxyv^xiie 




ma V 1 

ILLCt A J 


Seq. No. 


227001 


Seq. ID 


LIB3189-015-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2961346 


BLAST score 


382 


E value 


4.0e-37 


Match length 


104 


% identity 


64 


NCBI Description 


(AL022140) pectinesterase like protein [Arabidopsis 




thaliana] 



32389 



Seq, No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227002 

LIB318 9-015-P1-K1-F10 

BLASTX " 

gl351303 

312 

7.0e-29 

103 

65 

INDOLE- 3-GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi_619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 

227003 

LIB3189-015-P1-K1-F2 

BLASTX 

gl771162 

341 

5.0e-32 

131 

53 

{X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 


227004 


Seq. ID 


LIB318 9-015-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3063637 


BLAST score 


203 


E value 


7.0e-16 


Match length 


58 


% identity 


66 


NCBI Description 


(AF056204 ) thioesterase 


Seq. No. 


227005 


Seq. ID • 


LIB3189-015-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


252 


E value 


5.0e-22 


Match length 


52 


% identity 


98 


NCBI Description 


ADP-RIBOSYLATION FACTOR 




DcARFl [Daucus carota] 


Seq. No. 


227006 


Seq. ID 


LIB3189-015-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3834310 


BLAST score 


290 


E value 


3.0e-26 


Match length 


81 


% identity 


60 



1 >gi 965483 dbj BAA08259 (D45420) 



^NCBI Description 



{AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA04098.3, and gb_T22122 



32390 



come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227007 

LIB3189-015-P1-K1-G3 

BLASTX 

g3493172 

256 

2.0e-31 

85 

89 

(U89609) fiber annexin [Gossypium hirsutum] 
227008 

LIB3189-015-P1-K1-G5 

BLASTX 

g2462748 

442 

6.0e-44 

94 

91 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 



227009 

LIB3189-015-P1-K1-G6 

BLASTX 

gll73055 

611 

9.0e-66 

153 

89 

60S RIBOSOMAL PROTEIN Lll 
ribosomal protein Lll.e - 



(L5) >gi_541961_pir S42497 

alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
{X78284) RL5 ribosomal protein [Medicago sativa] 

227010 • 

LIB3189-015-P1-K1-G8' 

BLASTX 

g4337025 

372 

7.0e-36 

106 

68 

(AF123253) AIMl protein [Arabidopsis thaliana] 
227011 

LIB3189-015-P1-K1-G9 

BLASTX 

g2062167 

386 

2.0e-37 

79 

89 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



323*91 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227012 

LIB3189-015-P1-K1-H1 

BLASTX 

g2149380 ' 

518 

7.0e-53 

139 

76 

(U85036) syntaxin homolog [Arabidopsis thaliana] 
227013 

LIB3189-015-P1-K1-H3 

BLASTX 

g4558665 

556 

3.0e-57 

143 

81 

(AC007063) putative white protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227014 

LIB318 9-015-P1-K1-H5 

BLASTX 

g2500517 ■ 

151 

3.0e-ll 

53 

61 

EUKARYOTIC INITIATION FACTOR 4A-9 
>gi_485951_emb_CAA55736_ (X79135) 
tabacum] 



(EIF-4A-9) " 
NeIF-4A9 [Nicotiana 



Seq. .No, 


227015 


Seq. ' ID . 


LIB318 9-015-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score - 


334 


E value 


3.0e-31 


Match length 


88 


% identity 


77 


NCBI Description 


(AL030978) histone H2A- 


Seq. No. 


227016 


Seq. ID 


LIB3189-016-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g729623 


BLAST score 


454 


E value 


2.0e-45 


Match length 


106 


% identity 


85 


NCBI Description 


78 KD GLUCOSE REGULATED 



like protein [Arabidopsis thaliana] 



PROTEIN HOMOLOG 5 PRECURSOR (GRP 
78-5) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 

5) (BIP 5) >gi_100340_pir S21880 heat shock protein BiP 

homolog blp5 - common tobacco >gi_19813_emb_CAA42660_ 
(X60058) luminal binding protein (BiP) [Nicotiana tabacum] 



Seq. No. 



227017 



32392 



C3(arr in 
Ocv^ • ±U 


LtxOO ±oy~\J X K> c X j\x A*± 


ixie unou 




NCBI GI 


g2244847 


BLAST score 


304 


E vslue 


X . ue^ / 


lYiaucn xengcn 


xU J 




D / 


Nuol uescnpLion 


(Z97337) hydroxyproline 




[Arabidopsis thaliana] 


Q o rr M 
O t IN U . 


99701 ft 




J-iXOOXO:? U ± \3 Cx I\X r\J 


Method 


BLASTX 


NCBI GI 


g2244835 


oLiHo i score 


91 9 


E value 


D . ue— 1 / 


Match length 


OO 


T 1^ 4* *1 ^ 1 ^ 

ts iQenL.iii.y 


/ H 


NCBI Description 


[ci)p/oof) protein Kinase 


O e . LN O . 


99701 Q 




T Tn'^l PQ — 01 i^™D1 — T^^l — n7 
JjX-DjXO^ UXD r X r\.x h / 




RT.A9TX 


NCBI GI ■ 


g267069 


BLAST score 


524 


E value 


l.Oe-53 


Match length 


97 


% identity 


98 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 



CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227020 

LIB3189 

BLASTX 

g254187 

291 

4.0e-26 

128 

42 

(D26015 
[Nicoti 



■016-P1-K1-A8 



) CND41, chloroplast nucleoid DNA binding protein 
ana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



227021 

LIB3189-016-P1-K1-B11 

BLASTX 

g2791834 

641 

l.Oe-78 

149 

89 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
227022 

LIB318 9-016-P1-K1-B12 
BLASTX 



32393 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3650032 
229 

7.0e-19 
49 

69= 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

227023 

LIB3189-016-P1-K1-B3 

BLASTX 

g484656 

451 

3.0e-45 

105 

84 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_4 52165_dbj_BAA054 08_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

227024 

LIB318 9-016-P1-K1-B4 

BLASTX 

g2213595 

353 

l.Oe-33 

113 

63 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
227025 

LIB318 9-016-P1-K1-B7 

BLASTX 

g542157 

531 

2.0e-54 

120 
82 

ribosomal 5S RNA-binding protein - Rice' 
227026 

LIB3189-016-P1-K1-B9 

BLASTX 

g267069 

635 

2.0e-66 

119 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227027 

LIB318 9-016-P1-K1-C10 

BLASTX 

g495725 



32394 



oii/io 1 score 


'37/1 


Hi va,±ue 


z . ue— J D 


Mstch length 


Q A 

oU 




o D 


jnudi uescnpcion 


(L25042) acetyl-CoA carboxylase [Medicago sativa] 


O C7 (>j^ > IN vj • 


z z / o 




L 1 D J ± O y U i D IT 1 ]\ 1 ~ u z 


Method 


BLASTX 


NCBI GI 


gl684851 


tsLiHo 1 scoxe 


ZOO 


E value 


_ 1 . ue— 1 y 


Match length 


O O 


ft- T 4* T 4- \ r 

TD xaeni-ii,y 


D 0 


iNUbi uescripuion 


{U77935) DnaJ-like protein [Phaseolus vulgaris] 


o e cj . rsi o . 






J-i-LO^X07 VJ X U XT X I\X 






NCBI GI 


- g3386598 


BLAST score 


513 


E value 


3.0e-52 


Match length 


146 


% identity 


69 ' ' ' . 


NCBI Description 


{AC004665) putative cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 


227030 




Seq. ID 


LIB3189-016-P1-K1-C5 




Method 


BLASTX 




NCBI GI 


g4105772 




BLAST score 


388 




E value 


2.0e-37 




Match length 


86 




% identity 


43 




NCBI Description 


(AF049917) PGP9B [Petunia x 


hybrida] 


Seq. No. , 


227031 .-^ 




Seq. ID 


LIB3189-016-P1-K1-C6 




Method 


BLASTX 




NCBI GI 


g2493144 




BLAST score 


484 




E value 


9.0e-49 




Match length 


135 




% identity 


55 




NCBI Description 


VACUOLAR ATP SYNTHASE 16 KD 


PROTEOLI 



16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+Ttransporting ATPase . (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 227032 

Seq. ID LIB3189-016-P1-K1-C8 

Method BLASTX 

NCBI GI g2244736 

BLAST score . 808 

E value 9.0e-87 



32395 



Matcn Xengtn 


lol 


% identity 


y / 


XI o T ^^ A ^ ^ n ^ ^ .A 

NLbi uescnpuion 


(Docf4lo) expansm [Gos 


Q a rr Kl 
o e q . IM U • 


9 9*7 n 
z Z / U J J 


Oorr T n 
oc(-J • XLf 


J-ilDJlO y U10 irl ]\l L*^7 


Method 


BLASTX 


NCBI GI 


g4050007 


dXjAo i scoire 


loo 


E value 


z . ue~ 1 4 


Match length 


oz 


t5 xaentiTiy 


Dl 


Nubl Description 


(ArUozUZ/; aipna uUDUl. 


oeq . NO . 


z z / u O f± 




T TR'^1 PQ-DI fi-PI -P^l -n9 




DliAb 1 A 


NCBI GI 


g3915847 


BLAST score 


364 


E value 


/ • ue— 


Match length 




% identity 


Q O 

oz 


iNUoi uescriptiion 


41 Ub KlbUoUlXlAli rKUlhilN . 




40S ribosoinal protein I 


oeg. NO. 


O 0 T n '5 R 

z z / U o J 




lilDOlO ^ UlD lri r\.l UO 


Method 


BLASTX 


NCBI GI 


g3024526 


BLAST score 


232 


E value 


2.0e-19 


Match length 


79 


% identity 


61 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RAS-RELATED PROTEIN RABll >gi_2118459_pir S59942 small 

GTP-binding protein Rabll - Arabidopsis thaliana >gi_451860 
{L18883) small GTP-binding protein [Arabidopsis thaliana] 

227036 

LIB318 9-016-P1-K1-D6 

BLASTX 

g3668089 

140 

l.Oe-08 

59 

41 

(AC004667) unknown protein [Arabidopsis thaliana] 
227037 

LIB318 9-016-P1-K1-E11 

BLASTX 

g2811278 

561 

7.0e-58 

123 

85 

(AF043284) expansin [Gossypium hirsutum] 



32396 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227038 

LIB3189-016-P1-K1-E12 

BLASTX 

gl246823 

579 

6.0e-60 

125 

84 

(X89865) unknown [Phoenix dactylifera] 
227039 

LIB3189-016-P1-K1-E2 

BLASTX 

g232031 

220 

8.0e-18 

67 

60 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227040 

LIB318 9-016-P1-K1-E4 

BLASTX 

g3643609 

316 

6.0e-31 

132 

61 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227041 

LIB3189-016-P1-K1-F10 

BLASTX 

g267069 

712 

l.Oe-75 

133 
98 

TUBULIN 
tubulin 
(M84696 
{M84697 



ALPHA-2/ALPHA-4. CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_l 66914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227042 

LIB3189-016-P1-K1-F11 

BLASTX 

g3757520 

169 

3.0e-12 

65 

57 

(AC005167) unknown protein [Arabidopsis thaliana] 



32397 



Seq. No. 


O O T A y1 O 


beq. lu 


Llboio y-Ul D-ri-Kl-Fli: 


Method 


BLASTX . 


NCBI GI 


g3176098 


BLAST score 


450 


E value 


8.0e-45 


Match length 


133 


% identity 


39 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


Seq. No. 


O O T ri >1 A 
ZZ / U4 4 


Seq. ID 


LIB31oy-0lD-Pl-Kl-Fz 


Method 




NCBI GI 


g2129473 


BLAST score 


253 


E value 


/ . ue—zz 


Match length 


90 


% identity 


54 


NCBI Description 


arabinogalactan-like protein - loblolly pine >gi 6 




(009556) arabinogalactan-like protein [Pinus taeda 


Seq. No. 


O O T A / C 

ZZ / U4 0 


beq. lU 


Llboloy— Uib-ri-Ki-r D 


Method 


BLASTX 


-NCBI GI 


g2811278 


BLAST score 


712 


E value 


2 . Oe-75 


Match length 


144 


% identity 


90 


NCBI Description 


(AF043284) expansm [Gossypium hirsutum] 


Seq. No. 


O O T A /I ^ 

ZZ / U4 D 


beq. ID 


Llri olo y-U 1 D-Fi-Kl-r / 


Method 


BLASTX 


NCBI GI 


g4539371 


BLAST score 


260 


E value 


2.0e-22 


Match length 


94 


% identity 


55 


NCBI Description 


{AL04 9525) putative protein [Arabidopsis thaliana] 


Seq. No. 


O O T A >I "J 

Zz704 7 


Seq. ID 


TX'OO'lOA A"!/" TTl "f"! T~tO 

LIB3189-016-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2804278 


BLAST score 


C A ^ 

506 


E value 


2.0e-51 


Match length 


145 ' 


% identity 


70 


NCBI Description 


(AB003516) squalene epoxidase [Panax ginseng] 


Seq. No. 


227048 


Seq. ID 


LIB318 9-016-P1-K1-F9 


Method ^ 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


220 


E value 


2.0e-18 



32398 



Match length 

% identity 

NCBI Description 



57 
75 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 



Seq. No. 


227049 


Seq. ID 


LIB3189-016-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4432845 


BLAST score 


236 


E value 


l.Oe-19 


Match length 


107 * 


% identity 


50 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


227050 


Seq. ID 


LIB3189-016-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4539301 


BLAST score 


275 


E value 


3.0e-24 


Match length 


110 


% identity 


47 


NCBI Description 


{AL049480) putative mitochondrial protein [Arabidopsis 




thaliana] 


Seq. No. 


227051 


Seq. ID 


LIB318 9-016-P1-K1-G2 


Method 


BLASTX ^ 


NCBI GI 


gl35068b 


BLAST score 


486 


E value 


5.0e-49 


Match length 


142 


% identity 


65 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Se.q. No. 


227052 


Seq. ID 


LIB3189-016-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3434986 


BLAST score 


451 


E value 


7 . Oe-45 


Match length 


126 


% identity 


25 


NCBI Description 


(AB016895) Pop3 [Schizosaccharomyces pombe] 


Seq. No." ■ 


227053 


Seq. ID 


LiBolo y-ui D-Pi-Ki-by 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


176 


E value 


8.0e-15 


Match length 


44 


% identity 


95 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


227054 


Seq. ID 


LIB3189-016-P1-K1-H11 



32399 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



BLASTX 

gl29881 

668 

2.0e-70 

146 

89 

PYROPHOSPHATE- 
ALPHA SUBUNIT 
(PYROPHOSPHATE 
(PPI-PFK) >gi_ 
pyrophosphate- 
(EC 2.7.1.90) 
>gi_169538 (M5 
1-phosphotrans 



FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
PFP) {6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

482294_pir ^A36094 

fructose- 6-phosphate 1-phosphotrans f erase 
alpha chain - potato (cv, Kennebec) 
5190) pyrophosphate-f ructose 6-phosphate 
ferase alpha-subunit [Solanum tuberosum] 



227055 

LIB3189-016-P1-K1-H12 

BLASTX 

g2088651 

180 

2.0e-13 

89 

44 

(AF002109) hypersensitivity-related- gene 201 isolog 
[Arabidopsis thaliana] 

227056 

LIB3189-016-P1-K1-H2 , . 

BLASTX 

g2497753 

364 

l.Oe-34 

117 

54 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA654 77_ (X96716) lipid transfer protein 
[Prunus ■ dulcis] 

227057 

LIB3189-016-P1-K1-H4 

BLASTX 

g2673868 

334 

3.0e-31 

93 

75 

(Y14856) f imbriata-associated protein [Antirrhinum majus] 
227058 

LIB3189-016-P1-K1-H9 

BLASTX 

g4138722 

274 

3.0e-24 

99 

61 

(Y09590) hexose transporter [Vitis vinifera] 



32400 



Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



227059 

LIB318 9-017-P1-K1-A10 

BLASTX 

g3650032 

267 

2.0e-23 

60 

67 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227060 

LIB318 9-017-P1-K1-A2 

BLASTX 

g3126969 

169 

4.0e-12 

92 

46 

(AF061808) chalcone isomerase 



[Elaeagnus umbellata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



227061 

:lIB3189-017-P1-K1-A4 

BLASTX * ■ ' 

g267069 

531 

2.0e-54 

98 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227062 

LIB318 9-017-P1-K1-A5 

BLASTX 

g4185819 

192 

l.Oe-14 
47 
68 

(AF116845) 
batatas] 



metallothionein-like type 1 protein [Ipomoea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227063 

LIB3189-017-P1-K1-A7 

BLASTX 

g3786001 

638 

7.0e-67 

144 

81 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 



227064 



32401 



Seq. ID 


LIB3189-017-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


447 


E value 


l.Oe-44 


Match length 


118 


%. identity 


72 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


227065 


Seq. ID 


LIB3189-017-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


570 


E value 


6.0e-59 


Match length 


111 


% identity 


98 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nii 


Seq. No. 


227066 


Seq. ID 


LIB3189-017-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


455 


E value 


2.0e-45 


Match length 


111 


% identity 


.77 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


227067 


Seq. ID 


LIB3189-017-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2497753 


BLAST score 


324 


E value 


5.0e-30 


Match length 


97 


% identity 


57 


NCBI Description 


NONSPECPFIC LIPID-TRANSFER PROTEIN 3 PRE 




>gi_1321915_emb_CAA65477_ (X96716) : 'f'^ 




[Prunus dulcis] 


Seq. No. 


227068 


Seq. ID 


LIB3189-017-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl914683 


BLAST score 


339 


E value 


7.0e-32 


Match length 


122 


% identity 


60 


NCBI Description 


(Y12013) RAD23, m I [Daucus carota 


Seq. No. 


227069 


Seq. ID 


LIB3189-017-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


412 


E value 


l.Oe-40 



[Nicotiana paniculata] 



rp 3) 
protein 



32402 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

84' 

{AC005824) unknown protein [Arabidopsis thaliana] 
227070 

LIB3189-017-P1-K1-C5 

BLASTX 

g401322 

582 

2.0e-60 

112 

99 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

227071 

LIB3189-017-P1-K1-C7 

BLASTX 

g730512 

504 

3.0e-51 
117 

RAS-RELATED .PROTEIN RIC2 >gi_481506_pir S38741 GTP-binding 

protein ric2 - rice >gi_218228_dbj_BAAQ2904_ {D13758) 
ras-related GTP binding protein [Oryza sativa] 

227072 

LIB318 9-017-P1-K1-C9 

BLASTX 

gll74592 

514 

l.Oe-52 

101 

97 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

227073 

LIB3189-017-P1-K1-D1 

BLASTX 

gl928981 

347 

5.0e-33 

77 ■ 
91 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



227074 

LIB318 9-017-P1-K1-D10 

BLASTX 

g4454051 

531 

2.0e-54 



32403 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



115 
84 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

I. 

227075 

LIB3189-017-P1-K1-D11 

BLASTX 

g3603473 

345 

8.0e-33 

91 

68 

{AF090698) elicitor-responsive gene-3 [Oryza sativa] 
227076 

LIB3189-017-P1-K1-D12 

BLASTX 

gll72811 

368 

2.0e-35 

84 

85 

60S RIBOSOMAL PROTEIN LlO-1 .{PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic, 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 

227077 

LIB3189-017-P1-K1-D3 

BLASTX 

g4006890 

282 

2.0e-25 

93 

67 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

227078 

LIB318 9-017-P1-K1-D6 

BLASTX 

g3860247 

430 

l.Oe-52 

115 

85 

(AC005824) unlcnown protein [Arabidopsis thaliana] 
227079 

LIB3189-017-P1-K1-E10 

BLASTX 

g3219761 

427 

6.0e-43 

97 

96 



32404 



NCBI Description ACTIN 66 >gi_149.8351 .(U60491) actin [Nicotiana tabacum]" 



Seq. No. 

Seq.^ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227080 _ -: 

LIB318 9-017-P1-K1-E2 

BLASTX 

gl346675 

501 

6.0e-51 

107 

90 

NUCLEOSIDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
>gi_499112 (U10283) nucleoside diphosphate kinase [Flaveria 
bidentis] 





£. ^ / VJ U X 


Qorr in 


LiXDO ±o y ux / IT ± rvx CjO 


netnou 


DT noTY 
O ljri.O 1 £\ 


LN O X O J. 




isijrio 1 score 




Cj VaJ-Ue 


X . ue^ ^ 




7 Q 


IS iaeiiu.xL.y 


11 


NCBI Description 


(U83621) putative pectate lyase [Arabidopsis thaliana 


O € q . LM O , ^ , 


9 9 7 n ft 9 


oeq . ± u 


LiXDJXOy UX / rX iVX l: XX 


Method 




In 15 J. K3± 


goxz o J X o 


dLiAo i score 


0 J4 


E value 


y . ue— DO 


LYiaucn xenytn 


X X 'i 


ft T "H n "Hit 

V iQenuiuy 


y X 




V lUO / DX ) VxaLK^KJ LNdOiiX XXJVC ^XVJL.t7Xii Hi LI^l IVJ X U X a XCLtJ ci o Odt^ J 


Seq. No. 


227083 


Ofcjq . X JJ 


T PQ — ni 7-PT-Pf1 _n 9 
Xixooxo? \j J- 1 I. J- i\x rx^ 




U XiX^i_/ ± < 


NCBI GI 


g3687251 


BLAST score 


228 


E value 


3.0e-28 


Match length 


95 


% identity 


63 


NCBI Description 


(AC005169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


227084 


Seq. ID 


LIB3189-017-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2979559 


BLAST score 


174 


E value 


l.Oe-12 


Match length 


65 


% identity 


63 


NCBI Description 


{AC003680) putative DNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


227085 


Seq. ID 


LIB3189-017-P1-K1-F5 



324 05 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g2507281 

357 

3.0e-34 

73 

90 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_einb_CAA6604 8 
(X97380) atran2 [Arabidopsis thaliana] 



227086 

LIB3189-017-P1-K1-F6 

BLASTX 

gll68196 

368 

2.0e-35 

102 

78 

14-3-3-LIKE PROTEIN >gi_555974 
[Pisum sativum] 



{U15036) 14-3-3-like protein 



227087 

LIB318 9-017-P1-K1-G1 

BLASTX 

g728882 

226 

l.Oe-33 

92 

83 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 
>gi_4 5319 l_emb_CAA5 4 5 6 4_ 
[Arabidopsis thaliana] 



3 >gi_54184 6_pir S41938 

3 - Arabidopsis thaliana 
(X77385) ADP-ribosylation factor 3 



227088 

LIB318 9-017-P1-K1-G10 

BLASTX 

g2815905 

277 

l.Oe-24 

95 

61 

(AF043734) Pros45 proteosome subunit homolog [Drosophila 
melanogaster] 

227089 

LIB318 9-017-P1-K1-G7 

BLASTX 

g2661840 

305 

5.0e-28 

75 

75 

(Y15430) adenosine kinase [Physcomitrella patens] 
227090 

LIB318 9-017-P1-K1-H1 
BLASTX 



32406 



NCBI GI 


g4510428 


BLAST score 


269 


11) ^ -^y CI X U. c 






1 on 








^rtL*UU -? / pULclUiVe cixrguriaUL.c pXOLtrJ.i1 [rilTciiJiClOpSlS 




una-Liana j 


O C t IN U • 


4^ ^ t \J J J. 


Seq. ID 


LIB318 9-018-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl076678 




^ D ^ 


E vfllue 


o ■ ue z ft 




O D 




o ^ 


iNv^Di uesciTipLion. 


uDxcjuit.j.n / rxxjosoiuax prouein oz/a pouai-o ^rraginenuj 








T TR'^1 PQ— m P — PI — T^l — ai 9 

IjXOOJ.0 ^ UXO It X JaX rt.XZ 


Method 


BLASTX 


NCBI GI 


g3785971 


BLAST score 


406 


E value 


l.Oe-39 


Match length 


141 


% identity 


60 


NCBI Description 


{AC005560) hypothetical protein [Arabidopsis thaliana] 



>gi_4262248_gb__AAD14541_ (AC006200) hypothetical protein 
[Arabidopsis thaliana] 



227093 

LIB3189-018-P1-K1-A3 

BLASTX 

g4544399 

564 

3.0e-58 

147 • ■ 

72 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 227094 

Seq. ID LIB3189-018-P1-K1-A5 

Method BLASTX 

NCBI GI g549063 

BLAST score 4 55 

E value ^ 2.0e-45 

Match length 125 ' 

% identity 74 

NCBI Description T RAN SLAT TONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

Seq. No. 227095 

Seq. ID LIB3189-018-P1-K1-B11 

Method BLASTX . 



32407 



NCBI GI 


g4559384 


BLAST score 


. 592 


E value 


2 . Oe-61 


Match length 


167 


% Identity 


69 


NCBI Description 


(AC006526) .unknown protein [Arabidopsis thaliana] 


Seq. No. 


227096 


becj. ijj 


LibJioy-Uio-rl-Jxi-biZ 


Metnoci 


BLASTX 


NCBI GI 


g4539301 


BLAST score 


158 


E value 


2.0e-10 


Match length 


94 


% identity 


38 


NCBI Description 


(AL04 94 80 ) putative mitochondrial protein [Arabidop; 




thaliana] 


Seq. No. 




Seq. ID 


LIB3189-018-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3212877 


BLAST score 


232 


E value 


2.0e-32 


Match length 


106 


% identity 


72 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliana] 


Seq. No. 


227098 


Seq. ID 


LIB318 9-018-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


360 


E value 


3. Oe-34 


Match length 


78 


% identity 


85 


NCBI Description 


{AC004401). unknown protein [Arabidopsis thaliana] 


Seq. No. 


O O T A A A 

227099 


Seq. ID 


LIB318 9-018-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gi /59177 


BLAST score 


323 


E value 


7.0e-30 


Match length 


92 


% identity 


73 


NCBI Description 


(AB018408) 3-phosphoserine phosphatase [Arabidopsis 




thaliana] >gi_3759179_dbj_BAA33807 (AB018409) 




3-phosphoserin phosphatase [Arabidopsis thaliana] 


beq. iNO. 


/ 1 u u 


Seq. ID 


LIB3189-018-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g.2995384 . , 


BLAST score 


178 


E value 


2.0e-13 


Match length 


46 



32408 



% identity 

NCBI Description 



76 

(AJ0O481O) 



cytochrome P450 monooxygenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227101 

LIB3189-018-P1-K1-C10'"' 

BLASTX 

g3912950 

456 

l.Oe-45 

109 

83 

14-3-3-LIKE PROTEIN E >gi_2689479 (091726) 14-3-3 isoform e 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227102 

LIB3189-018-P1-K1-C11 

BLASTX 

gl346802 

318 

l.Oe-29 

87 

68' 

PROFILIN 1 >gi_1076516_pir S49351 profilin - kidney bean 

>gi_556836_emb_CAA57508_ (X81982) profilin [Phaseolus 
vulgaris] 





Seq. No. 


227103 




Seq. ID 


LIB3189-018-P1-K1-C2 




Method 


BLASTX 




NCBI GI 


g4538913 




BLAST score 


348 


~» 


E value 


9.0e-33' 




Match length 


79 




% identity 


84 




NCBI Description 


(AL04 94 82) putative protein [Arabidopsis thaliana] 




Seq. No. 


' 227104 




Seq. ID 


LIB318 9-018-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


g2829204 




BLAST score 


251 




E value 


6.0e-22 




Match length 


59 




% identity 


88 




NCBI Description 


(AF044204) lipid transfer protein precursor [Gossypium 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227105 

LIB3189-018-P1-K1-C5 

BLASTX 

g312179 

265 

l.Oe-23 

57 

89 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 



32409 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
.Seq. . ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 



glyceroldehyde-3-phosphate dehydrogenase GAPC2 
>gi_1185554 (U45858 ) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



GAPC2 [Zea mays; 



227106 

LIB318 9-018-P1-K1-C7 

BLASTX 

g3128176 

325 

3.0e-30 

111 

57 

{AC004 521) unknown pre 



n [Arabidopsis tbaliana] 



227107 

LIB318 9-018-P1-K1-C9 

BLASTX 

g3738304 

163 

4 .Oe-11 

124 

31 

(AC005309) hypothetical protein [Arabi. 



iana] 



227108 

LIB3189-018-P1-K1-D11 ■ 

BLASTX 

g3237190 

214 

4.0e-17 

86 

49 

{AB014760) cystein proteinase inhibitor [Cucumis sativus] 
227109 

. LIB3189-018-P1-K1-D2 
BLASTX 
g4220512 
398 

6.0e-39 

98 

76 

(AL035356) putative pectate lyase [Arabidopsis thaliana] 
227110 

LIB3189-018-P1-K1-D4 

BLASTX 

g3219271 

432 

l.Oe-42 

161 

57 

(AB015315) MAP kinase kinase 4 [Arabidopsis thaliana] 
227111 

LIB3189-018-P1-K1-D8 
BLASTX 



32410 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq-'. ID 

Method 

NCBI "I 

BLASx 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4204312 
325 

2.0e-3.0 

102 

69 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

227112 

LIB318 9-018-P1-K1-E12 

BLASTX 

g729480 

440 

1..0e-43 

126 

71 

FERREDOXIN— NADP REDUCTASE, ROOT ISOZYME PRECURSOR (FNR) 
>gi_435647_dbj_BAA04232_ (D17410) f erredoxin-NADP+ 
reductase [Oryza sativa] >gi_902936_dbj_BAA0747 9_ (D38445) 
root f erredoxin-NADP+ reductase [Oryza sativa] 

>gi_1096932_prf 2113196A f erredoxin-NADP oxidoreductase 

[Oryza sativa] 

227113 

LIB3189-018-P1-K1-E4 

BLASTX 

g4454466 

197 

4.0e-15 

52 

69 

(AC006234) unknown protein [Arabidopsis ... J 
227114 

LIB318 9-018-P1-K1-E9 



BLASTX 

g2894378 

211 

7,0e-17 

88 

52 

{Y14573) putative ribophorin 
227115 

LIB318 9-018-P1-K1-F10 
BLASTX 
g3075398 
450 

9.0e-45 
162 
58 

(AC004484) unknown protein 
227116 

LIB3189-018-P1-K1-F11 
BLASTX 
gl362086 



I homologue [Hordeum vulgare] 



[Arabidopsis thaliana] 



32411 



BLAST score 
.E value 
""Match' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



638 

8.0e-67 

130 

92 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase {EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

227117 

LIB318 9-018-P1-K1-F12 

BLASTX 

g4539301 

179 

4.0e-13 

96 

42 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

227118 r 

LIB3189-018-P1-K1-F4 

BLASTX 

gll68470 

140 

l.Oe-08 

75 

41 

PROTEIN KINASE APKIA >gi_282877_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specif ic (EC 2.7.1.-) - 
Arabidopsis thaliana >gi_217829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



227119 ' - 

LIB3189-018-P1-K1-F8 

BLASTX 

g3876865 

188 

4.0e-14 

150 

35 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

227120 

LIB3189-018-P1-K1-G1 

BLASTX 

g3915847 

534 

l.Oe-54 
117 



32412 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal . protein S2 [Arabidopsis thaliana] 

227121 

LIB3189-018-P1-K1-G11 

BLASTX 

gl619297 

616 

3.0e-64 

115 

99 

(Y08490) alpha-tubulin 2 [Hordeum vulgare] 
227122 

LIB3189-018-P1-K1-G12 

BLASTX 

g3695023 

166 

l,Oe-ll 

50 

58 

{AF055850) unknown [Arabidopsis thaliana] 
227123 

LIB3189-018-P1-K1-G2 

BLASTX . 

g538213 

519 

6.0e-53 

123 

79 

(L36229) cytosolic copper/zinc-superoxide dismutase 

[Jpomoea batatas] >gi_1582361_prf 2118341A 

Cu/Zn-superoxide dismutase [Ipomoea batatas] 

227124 

LIB3189-018-P1-K1-G3 

BLASTX 

g4006858 

345 

2.0e-32 

107 

63 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 

227125 

LIB3189-018-P1-K1-G7 

BLASTX 

g3650037 

474 

l.Oe-47 

116 

81 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



32413 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227126 

LIB3189-018-P1-K1-G9 

BLASTX 

g266972 

195 

5.0e-15 

54 

63 

40S RIBOSOMAL PROTEIN S29 >gi_631884_pir S30298 ribosomal 

protein S29 - rat >gi_1362934_pir S55919 ribosomal protein 

S29 - human >gi_57133_emb_CAA41778_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 (L31610) 
homologous to antisense sequence of krev-1, anti oncogene 
[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi_1513230 (U66372) ribosomal protein S29 

[Bos taurus] >gi_1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] >gi_4 506717_ref_NP_001023 . l_pRPS29_ 
ribosomal protein S29 



Seq. No. 


227127 


Seq. ID 


LIB3189-018-P-1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


241 


E value 


3.0e-22 


Match length 


71 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


227128 


Seq. ID 


LIB3189-018-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3695023 


BLAST score 


287.. 


E value 


9.0e-26 


Match' length 


117 


% identity 


52 


NCBI Description 


(AF055850) unknown [Arabidopsi, 


Seq. No. 


227129 


Seq. ID 


LIB3189-018-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4490331 


BLAST score 


234 


E value 


6.0e-20 


Match length 


60 


% identity 


77 


NCBI Description 


(AL035656) hypothetical protei: 


Seq. No. 


227130 


Seq. ID 


LIB3189-018-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3334405 


BLAST score 


645 


E value 


l.Oe-67 



32414 



Match length 

% identity 

NCBI Description 



134 
99 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 



Sea No 


227131 

C, £, f X <J X 


Sea ID 


LIB318 9-n21-Pl-Kl-All 








^ \J ^ \J \J u 


BLAST score 


157 


Hi V CI X Lie 


4 . Oe-11 








86 


NCBI Description 


ADP,ATP carrier protein Gl maize 


ki? v7 ■ IN • 


227132 




I.TR"^! fiQ-n?1 -PI -K1 -Al 7 


fits uiiwU 


OJj/-iO 1 A. 


IN \^ O X OX 


rT?4 Q77 ^'^ 




^ 4 \j 








1 ?4 

X ^ *z 


^ XVJdlLXL-y 




NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 3 




>gi_1321915_emb_CAA65477_ (X96716) li] 




rPT'nnnc (Hn 1 c "i c1 
l^irxuiiLLO LiU.XL'Xoj 


Q ci /T M r\ 

oeq > LNO • 


9971 '^'^ 


Seq. ID 


I.TR"^! RQ-n91 -PI -K1 -A4 

XlXO^JXU^ W^X £^X 1\X 


lYJe LflOU . 


■RT a CITY 


MPRT (ZT 


yo / o;3x04 


OJ_tr\o J. SLfWXC 


94 Q 


Ej V ct X Llc^ 


0 ■ U C X 


Match length 


95 


% identity 


55 


NCBI Description 


{AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


227134 


Seq. ID 


LIB3189-021-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl33728 


BLAST score 


575 


E value 


2.0e-59 


Match length 


124 


% identity 


90 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll 



PRECURSOR- (LTP 3) 



i_81525_pir B23525 

ribosomal protein Sll - spinach chloroplast 

>gi_122 64_emb_CAA27213_ (X03496) pot. ribosomal protein Sll 
{aa 1-138) [Spinacia oleracea] 

Seq. No. 227135 

Seq. ID LIB3189-021-P1-K1-A7 

Method BLASTX 

NCBI GI g2392769 

BLAST score 139 

E value 9.0e-14 



32415 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . , . 

NCBI Description 



Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 
64 

{AC002534) putative histone deacetylase [Arabidopsis 
thaliana] 

227136 

LIB3189-021-P1-K1-A8 

BLASTX 

g3450889 

223 

9.0e-25 

90 

70 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
227137 

LIB3189-021-P1-K1-B12 

BLASTX 

g2497743 

168 

4.0e-12 
31 

.100 . 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173)^ LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber. Peptide, 120 aa] 
[Gossypium hirsutum] 

227138 

LIB318 9-021-P1-K1-B9 

BLASTX 

g2947060 

461 

4.0e-46 

99 

83 

(AC002521) putative membrane protein [Arabidopsis thaliana] 
227139 

LIB3189-021-P1-K1-C11 

BLASTX 

gl871192 

264 

3. Oe-23 

72 

75 

(U90439) Cys3His zinc- finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227140 

LIB318 9-021-P1-K1-C12 

BLASTX 

g294668 

481 

2.0e-48 

130 

80 



32416 



NCBI Description 



(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 



Seq. No. 227141 

Seq. ID LIB3189-021-P1-K1-C2 

Method BLASTX ' 

NCBI GI g730456 

BLAST score 254 

E value 3.0e-22 

Match length 67 

% identity 69 

NCBI Description 40S RIBOSOMAL PROTEIN S19 

Seq. No. 227142 

Seq. ID LIB3189-021-P1-K1-C4 

Method BLASTX 

NCBI GI g310317 

BLAST score 14 6 

E value 9.0e-10 

Match length 37 

% identity 76 

NCBI Description (L19598) beta-tubulin [Oryza sativa] 

Seq. No. 227143 

Seq. ID LIB3189-021-P1-K1-D1 .i.* 

Method BLASTX 

NCBI GI g4218120 

BLAST score 526 

E value l.Oe-53 

Match length 138 

% identity 7 4 

NCBI Description {AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227144 

LIB3189-021-P1-K1-D10 

BLASTX 

gl20669 

189 

8.0e-15 

41 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_195 66_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . ' 

NCBI Description 



227145 

LIB3189-021-P1-K1-D11 

BLASTX 

g3859944 

413 

l.Oe-40 

102 

83 

{AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 



32417 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227146 

LIB3189-021-P1-K1-D12 

BLASTX 

gll72817 

251 

l.Oe-21 

69 

72 

60S RIBOSOMAL PROTEIN LllB (L16B) >gi_550547_emb_CAA57396 
(X81800) ribosomal protein L16 [Arabidopsis thaliana] 
>gi_4539392_einb_CAB37458.1_ (AL035526) ribosomal protein 
Lll, cytosolic [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227147 

LIB318 9-021-P1-K1-E1 

BLASTX 

g3650032 

237 

8.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227148 

LIB3189-021-P1-K1-E11 

BLASTX 

gl279206 

270 

2.0e-24 

59 

90 

(X97446) alpha-tubulin [Avena sativa] 



Seq. No. 

Seq. id' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227149 

LIB3189-021-P1-K1-E3 ■ 

BLASTX 

gl33409 

398 

l.Oe-38 

87 

86 

DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 

>gi_66962_pir RNNTA DNA-directed RNA polymerase (EC 

2.7.7.6) alpha chain - common tobacco chloroplast 
->gi_11860_emb_CAA77376_ (Z00044) RNA polymerase alpha 

subunit [Nicotiana tabacum] >gi_225228_prf 1211235BK RNA 

polymerase alpha [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



227150 

LIB318 9-021-P1-K1-E4 

BLASTX 

gll72817 

182 

2.0e-13 
57 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
■ Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seg. No. 
Seq. ID 
Method 
NCBI GI 



65 

60S RIBOSOMAL PROTEIN LllB (L16B) >gi_550547_emb_CAA57396_ 
*(X81800) ribosomal protein L16 [Arabidopsis thaliana] 
>gi_4539392_emb_CAB37458. 1_ (AL035526) ribosomal protein 
Lll/ 'cytosolic [Arabidopsis thaliana] 

227151 

LIB3189-021-P1-K1-F11 

BLASTX 

g2624326 

142 

2.0e-09 

36 

75 

(AJ002893) OsGRPl [Oryza sativa] 
227152 

LIB3189-021-P1-K1-F7 

BLASTX 

g3152606 

154 

3.0e-10 

41 ' 

6! ... ^; 

(AC004482) putative . ring zinc finger protein [Arabidopsis 
thaliana] 

227153 

LIB318 9-021-P1-K1-G1 

BLASTX 

gl703108 

568 

l.Oe-58 

104 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis . 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

227154 

LIB318 9-021-P1-K1-G7 

BLASTX 

g548774 

539 

3.0e-55' ■ 

138 

76 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

227155 

LIB3189-021-P1-K1-G8 

BLASTX 

gl32944 
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BLAST score ._584 
E value l.Oe-60 
Match length ^ 116 
% identity '' '''93 

NCBI Description . 60S RIBOSOMAL PROTEIN L3 >gi__81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

227156 

LIB3189-021-P1-K1-H11 
BLASTX 
gl771162 
339 

7.0e-32 
84 
73 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 


227157 


Seq. ID 


LIB318 9-021-P1-K1-H3 


Method 


BLASTX 




gi4 yo^oi 


BLAST score 


428 


E value 


3.0e-42 


Match length 


129 


% identity 


66 


NCBI Description 


(Z70314) heat-shock orotein TArabidoDsis l-h;q 1 i an;^ 1 


Seq. No. 


227158 


Seq. ID 


LIB3189-021-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


199 


E value 


9.0e-16 


Match length 


76 


% identity 


53 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


227159 


Seq. ID 


LIB318 9-021-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4325369 


BLAST score 


150 


E value 


5.0e-10 


Match length 


75 


% identity 


51 


NCBI Description 


(AF128396) T3H13.3 gene product [Arabidopsis thaliana; 


Seq. No. 


227160 


Seq. ID 


LIB3189-022-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2341034 - 


BLAST score 


222 


E value 


l.Oe-18 


Match length 


50 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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m 



% identity 


90 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Seq. No. 


227161 


Seq. ID 


LIB318 9-022-P1-K1-A3 


Method 


BLASTX 






BLAST score 


200 


E value 


4.0e-16 


Match* length 


46 


% identity 


80 


NCBI Description 


[Segment 1 of 2] 60S RIBOSOMAL PROTEIN L5 


Seq. No. 


227162 


Seq. ID 


LIB3189-022-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


154 


E value 


2.0e-10 


Match length 


47 


% identity 


70 


NCBI Description 


(AF075597) Similar to 60S ribosome protein L19; 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA. 
R90691 [Ara ' . . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



227163 

LIB3189-022-P1-K1-B4 

BLASTX 

g924951 

352 

3. Oe-33 

148 

45 

{U30324) class I chitinase [Theobroma cacao] 
227164 

LIB3189-022-P1-K1-B7 

BLASTX 

g4454026 

416 

8.0e-41 

129 

64 

{AL035394) phosphatase like protein [Arabidopsis thaliana] 
227165 

LIB3189-022-P1-K1-B8 

BLASTX 

g4454026 

194 

3.0e-15 

72 

57 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 



32421 



Seq. No. 


227166 


Seq. ID 


LIB318 9-022-P1-K1-C8 


Method 


BLASTX • 


NCBI GI 


g4510395 " 


dLiAo i score 




E value 


7.0e-25 


Match length 


73 


% identity 


73 


NCBI Description 


(AC006587) putative beta-galactosidase precurso 




[Arabidopsis thaliana] 


Seq. No. 


227167 


Seq. ID 


LIB318 9-022-P1-K1-D11 


Method 


BLASTX 




g<i4oooyo 


BLAST score 


254 


E value 


4.0e-22 


Match length 


51 


% ■ identity 


88 


NCBI Description 


(U63550) pectate lyase [Fragaria x ananassa] 


Seq. No. 


227168 


Seq. ID 


LIB3189-022-P1-K1-D12 


Method 


BLASTX 


NCBI. GI 


g3694872 


BLAST score 


497 


E value 


2.0e-50 


Match length 


110 


% identity 


83 


NCBI Description 


(AF092547) profilin [Ricinus communis] 


Seq. No. 


227169 


Seq. ID 


LIB318 9-022-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


284 


E value 


l.Oe-25 


Match length 


82 


% identity 


69 


NCBI Description 


{AF075597) Similar to 60S ribosome protein L19; 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227170 

LIB318 9-022-P1-K1-D3 

BLASTX 

g3650032 

233 

2.0e-19 

49 

71 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] ■ 



Seq. No. 



227171 



32422 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB318 9-022-P1-K1-D4 

BLASTX 

g586076 

570 

6.0e-59 

114 

93 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

227172 

LIB318 9-022-P1-K1-E6 

BLASTX 

g3924612 

442 

7.0e-44 

125 

71 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_42 63511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 

227173 

LIB318 9-022-P1-K1-E7 
BLASTX 
■gll29145 
183 

4.0e-14 

62 

65 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 
227174 

LIB318 9-022-P1-K1-E9 

BLASTX 

g3860272 

228 

5.0e-19 

51 

88 

(AC005824) 
thaliana] 



putative suppressor protein [Arabidopsis 
>gi_4314399_gb_AAD15609_ {AC006232) putative skdl 



protein [Arabidopsis thaliana] 
227175 

LIB318 9-022-P1-K1-F12 

BLASTX 

gll5515 

235 

3.0e-20 

48 

52 

CALMODULIN >gi_7 1683_pir MCAA calmodulin - alfalfa 

>gi_19579_emb_CAA36644_ (X52398) calmodulin {AA 1-149) 
[Medicago sativa] >gi_170070 (L01430) calmodulin [Glycine 
max] >gi_170074 {L01432) calmodulin [Glycine max] 



32423 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 



>gi_506852 (L20507) calmodulin [Vigna radiata] >gi_4 103957 
(AF030032) calmodulin [Phaseolus vulgaris] 

>gi_1583767_jDrf 2121384A calmodulin [Glycine max] 

>gi_15837"69_prf 2121384C calmodulin [Glycine max] 

227176 

LIB3189-022-P1-K1-F3 

BLASTX 

gl617036 

302 

l.Oe-27 

67 

79 

(Y08624) Ted2 [Vigna unguiculata] 
227177 

LIB318 9-022-P1-K1-F5 

BLASTX 

g3334115 

539 

2.0e-55 

113 

57 

ADP,ATP CARRIER PROTEIN. 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227178 

LIB318 9-022-P1-K1-F6 

BLASTX 

g3334115 

306 

l.Oe-28 

62 

41 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
fAF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227179 

LIB3189-022-P1-K1-F8 

BLASTX 

gl20669 

,245 

2.0e-21 

54 - 
85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
.>gi-_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 
Seq. ID 



227180 

LIB3189-022-P1-K1-F9 



32424 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244750 

535 

8.0e-61 

127 

94 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

227181 

LIB3189-022-P1-K1-H1 

BLASTX . 

gl703375 

580 

5.0e-60 

117 

97 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value "* 

Match length 

% identity 

NCBI Description 



227182 

LIB3189-022-P1-K1-H12 

BLASTX . 

gl658197 

619 

5.0e-67 

146 

86 

(U74630) 
(U74631) 



calreticulin [Ricinus coinitiunis] >gi_1763297 
calreticulin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227183 

LIB318 9-022-P1-K1-H3 

BLASTX 

g586076 

538 

3.0e-55 

101^ 

96 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_4 02636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

227184 

LIB318 9-022-P1-K1-H4 

BLASTX 

g3202042 

197 

3.0e-15 

126 

45 

{AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 



227185 

LIB318 9-022-P1-K1-H7 



32425 



fn 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% idientity 

NCBI Description 



Seq. No. 
Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2129499 

551 

l.Oe-5'6 

120 

87 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

227186 

LIB3189-023-P1-K1-A10 

BLASTX 

g3450842 

290 

4.0e-26 

121 

46 

{AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

227187 

LIB3189-023-P1-K1-A11 

BLASTX 

g3334322 

363 

l.Oe-34 

103 

57 

GTP-BINDING PROTEIN SARIB >gi_2108347 ^(055036) small 
GTP-binding protein Bsarlb [Brassica rapa] 

227188 

LIB3189-023-P1-K1-A12 

BLASTX 

g4204285 

243 

4.0e-22 

90 

63 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

227189 

LIB318 9-023-P1-K1-A2 

BLASTX 

g2244736 

712 ^ 

2.0e-75 

134 

97 

(D88415) expansin [Gossypium hirsutum] 
227190 

LIB318.9-023-P1-K1-A3 

BLASTX 

gl20669 

407 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-40 

100 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_en±>_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

227191 

LIB318 9-023-P1-K1-A5 

BLASTX 

g2288986 

149 

4.0e-10 

47 

62 

(AC002335) glyoxalase II isolog [Arabidopsis thaliana] 



Seq. No. 


227192 


Seq. ID 


LIB318 9-023-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl922278 


BLAST score 


246 


E value 


2.0e-2i' 


Match length 


49 


% identity 


90 


NCBI "Description 


(Z86091) TCTP protein [Fragaria x ananassa] 


Seq. No. 


227193 


Seq. ID 


LIB318 9-023-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2244736 


BLAST score 


654 


E value 


l.Oe-68 


Match length 


124 


% identity 


96 - . 


NCBI -Description 


(D98415) expansin [Gossypium hirsutum] 


Seq. No. 


227194 


Seq. ID 


LIB318 9-023-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2160174 


BLAST score 


203 


E value 


8.0e-16 


Match length 


91 


%^ identity 


49 


NCBI Description 


{AC000132) Identical to A. thaliana PUR2 (gb 



gb_ATTS3927, gb_N964 4 6 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 227195 

Seq. ID LIB3189-023-P1-K1-B10 

Method BLASTX 

NCBI GI g4185511 

BLAST score 420 

E value 2.0e-41 
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Match length 


92 


% identity 


83 


NCBI Description 


(AF102822) actin depolyinerizing factor 4 [Arabidopsis 




. thaliana] 


Seq. No. 


227196 


Seq, ID 


LIB3189-023-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4455225 


BLAST score 


330 


E value 


l.Oe-30 


Match length 


101 


% identity 


55 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


227197 


Seq. ID 


LIB3189-023-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3876865 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


73 


% identity 


40 


NCBI Description 


(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 




comes from this gene; cDNA EST EMBL;C09822 comes from thi; 




gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 




yk374fll.^ comes from this gene; cDNA EST yk359h8.3 co 


Seq. No. 


227198 


Seq. ID 


LIB3189-023-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll70168 


BLAST score 


151 


E value 


6.0e-10 


Match length 


80 


% identity 


49 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN HATl (HD-ZIP PROTEIN 1) • 



>gi_549883 (U09332) homeobox protein [Arabidopsis thaliana] 
>gi_549884 (U09333) homeobox protein^' [Arabidopsis thaliana] 
>gi_2245105_emb_CAB10527_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. 227199 

Seq. ID LIB3189-023-P1-K1-C1 

Method BLASTX 

NCBI GI g2894558 

BLAST score 331 

E value 7.0e-31 . 

Match length 81 

% identity 79 

NCBI Description (AL0218 90) putative protein [Arabidopsis thaliana] 

Seq. No. 227200 

Seq, ID LIB3189-023-P1-K1-C10 

Method BLASTX 

NCBI GI g4530585 

BLAST score 357 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

'Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



7.0e-34 

85 

74 

(AF130978) B12D protein [Ipomoea batatas] 
227201 

LIB3189-023-P1-K1-C12 

BLASTX 

g4544428 

341 

4.0e-32 

102 

64 

(AC006955) unknown protein [Arabidopsis thaliana] 
227202 

LIB3189-023-P1-K1-C2 

BLASTX 

g3650032 

256 

4.0e-22 

56 

70 

(AC005396) gibberellin-regulated' protein GASTl-like 
[Arabidopsis thaliana] 

227203 

LIB318 9-023-P1-K1-C4 

BLASTX 

g3641836 

216 

2.0e-22 

105 

50 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

227204 

LIB3189-023-P1-K1-D11 

BLASTX 

g4206112 

321 

9.0e-30 

62 

100 

(AF097 662) alpha tubulin [Mesembryanthemum crystallinum] 
227205 " 

LIB318 9-023-P1-K1-D2 

BLASTX 

g3135264 

457 

l.Oe-45 

105 

81 

(AC003058) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■ % identity 
NCBI Description 



227206 

LIB3189-023-P1-K1-D6 • 

BLASTX 

g2811278 

187 

l.Oe-14 

43 

84 

(AF043284) expansin [Gossypium hirsutum] 
227207 

LIB318 9-023-P1-K1-D9 

BLASTX 

g2811278 

523 

2.0e-53 

128 

76 

(AF043284) expansin [Gossypium hirsutum] 
227208 

LIB318 9-023-P1-K1-E11 

BLASTX 

g4337175 

448 

l.Oe-44 

126 

68 

(AC0064 
gb_T041 
gb_R900 
gb_AA72 



16) ESTs gb_T20589, gb_T04648, gb_AA597906, 
11, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
04, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
0210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227209 

LIB318 9-023-P1-K1-E2 

BLASTX 

gl350956' 

483 

9.0e-49 

100 

94 

408 RIBOSOMAL PROTEIN S20 



(S22) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227210 

LIB318 9-023-P1-K1-E5 

BLASTX 

g3021513 

348 

5.0e-33 

108 

64 

(X96728) isocitrate dehydrogenase {NADP+) [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 



227211 

LIB3189-023-P1-K1-E7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2464905 
139 

8.0e-09 

74 

43 

(Z99708) minor allergen [Arabidopsis thaliana] 
227212 

LIB3189-023-P1-K1-F1 

BLASTX 

g2924258 

378 

2.0e-36 

116 

66 

(Z00044) RNA polymerase beta** subunit [Nicotiana tabacum] 
227213 

LIB3189-023-P1-K1-F2 

BLASTX 

g4098129 

581 

4.0e-60* 
115 

•91 

{U735B8) sucrose synthase [Gossypium hirsutum], , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227214 

■LIB318 9-023-P1-K1-F4 

BLASTX 

g3687237 

611 

l.Oe-63 

137 

77 

(AC005169) putative Cys3His zinc-finger protein 
-i, [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227215 

LIB318 9-023-P1-K1-F6 

BLASTX 

g3687237 

437 

l.Oe-43 

87 
80 

{AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227216 

LIB318 9-023-P1-K1-F7 

BLASTX 

g3319882 

643 

2.0e-67 

150 

83 
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NCBI Description 



(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



227217 

LIB318 9-023-P1-K1-G1 

BLASTX 

g3759184 

269 

. l.Oe-23 
123 
53 

(AB018441) phi-1 [Nicotiana tabacum] 
227218 

LIB3189-023-P1-K1-G10 

BLASTX 

g3319774 

201 

l.Oe-15 

44 

84 

(Y16228) T0M7 protein [Solanum tuberosum] 
227219 

LIB3189-023-'Pl-Kl-Gll 

BLASTX 

g2330739 

276 

2.0e-24 

78 
63 

(Z98598) putative transcriptional regulator 
[Schizosaccharomyces pombe] 

227220 

LIB3189-023-P1-K1-G12 

BLASTX 

g547683 

388 

6.0e-38 

78 

96 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M9654 9) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601__prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

227221 

LIB3189-023-P1-K1-G2 

BLASTX 

gl729874 

267 

l.Oe-23 

77 

69 

T-COMPLEX PROTEIN 1, GAMMA SUBUNIT (TCP-l-GAMMA) 
(CCT.-GAMMA) >gi_1078806_pir ^A55423 TpCCT-gamma protein 



32432 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID > 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Tetrahymena pyriformis (SGC5) >gi_26'54 380_emb_CAA84368_ 
(234885) TCPlgamma protein [Tetrahymena pyriformis] 

227222 

LIB3189-023-P1-K1-G4 

BLASTX 

g3687251 

454 

2.0e-45 

110' 

78 

(AC005169) unknown protein [Arabidopsis thaliana] 
227223 

LIB3189-023-P1-K1-G7 

BLASTX 

g2245128 

436 

4.0e-43 

131 

63 

(Z97344) peroxidase [Arabidopsis thaliana] 
227224 

LIB3189-023-P1-K1-H3 

BLASTX 

gl29960 

237 

8.0e-20 

81 

51 

4-NITROPHENYLPHOSPHATASE (PNPPASE) 
227225 

LIB3189-023-P1-K1-H5 

BLASTX 

g2213595 

375 

5.0e-36 

132 

55 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
227226 

LIB318 9-024-P1-K1-A10 

BLASTX 

g303750 

218 

6.0e-18 

42 

100 

{D12548) GTP-binding protein [Pisum sativum] 

>gi_738940_prf 2001457H GTP-binding protein [Pisum 

sativum] 



Seq. No. 
Seq. ID 



227227 

LIB318 9-024-P1-K1-A12 



32433 



'Method' 


BLASTX 


NCni CjI 


g4ooUooy 


BLAST score 


469 


E value 


5.0e-47 - 


Match length 


106 


% identity 


81 


NCBI Description 


(AC007171) unknown protein [Arabidopsis thi 


Seq. No. 


227228 


Seq. ID 


LIB3189-024-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl531674 


BLAST score 


700 


E value 


3.0e-74 


Match length 


136 


% identity 


97 


NCBI Description 


(U68462) actin [Striga asiatica] 


Seq. No. 


227229 


Seq. ID 


LIB3189-024-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2827559 


BLAST score 


169 


E value 


7.0e-12 


Match length 


109 


% identity 


39 


NCBI Description 


(AL021635) predicted protein [Arabidopsis ■ 




>gi_3292808_emb_CAA19798_ (AL031018) putat, 




[Arabidopsis thaliana] 


Seq. No. 


227230 


Seq. ID 


LIB318 9-024-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl402878 


BLAST score 


196 


E value 


3.0e-15 


Match length 


99 


% identity 


44 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


227231 


Seq. ID 


LIB318 9-024-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gz^:oo y y / 


BLAST score 


190 


E value 


2.0e-14 


Match length 


54 


% identity 


63 


NCBI Description 


(AC002335) hypothetical protein [Arabidops: 


Seq. No. 


227232 


Seq. ID 


LIB318 9-024 -P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3935165 


BLAST score 


142 


E value 


9.0e-09 


Match length 


57 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

(AC004557) F17L21.8 [Arabidopsis thaliana] 



227233 

LIB3189-024-P1-K1-E1 

BLASTX 

g2497753 

258 

2.0e-22 

87 

53 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_ertib_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 


227234 


Seq. ID 


LIB3189-024-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3377764 


BLAST score 


338 


E value 


l.Oe-31 


Match length 


68 


% identity 


94 


NCBI Description 


{AF079851) nodule-enhanced sucrose synthase [Pisum 


Seq. No, 


227235 


Seq. ID 


LIB3189-024-P1-K1-E9 


Method 


BLASTX 


-NCBI GI 


g2950472 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


81 


% identity 


47 


NCBI Description 


(AL022070) putative autophagocytosis protein 




[Schizosaccharomyces pombe] 


Seq. No. 


-227236 


Seq. ID 


LIB3189-024-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2642215 


BLAST score 


308 


E value 


4.0e-28 


Match length 


77 


% identity 


77 


NCBI Description 


{AF030386) NOI protein [Arabidopsis thaliana] 


Seq. No. 


227237 


Seq. ID 


LIB318 9-024-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


212 


E value 


7.0e-17 


Match length 


72 


% identity 


62 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 



227238 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.LIB3189-024-P1-K1-F6 
BLASTX 
g2829902 
616 

2.0e-64 

138 

83 

{AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



227239 

LIB3189-024-P1-K1-G1 

BLASTX 

g4455364 

493 

8.0e-50 

147 

59 

(AL035524) 
thaliana] 



senescence-associated protein-like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST ^score 
E value 
Match length 
% identity 
NCBI Description 



227240 

LIB318 9-024-P1-K1-G7 

•BLASTX 

g4056469 

524 

2.0e-53 

104 ' ' ' 

99 

'(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z2504 3 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227241 
LIB318 
BLASTX 
gll725 
174 

l.Oe-1 

72 

47 

OUTER 
ANION- 
>gi_4 8 
>gi 39 



9-024-P1-K1-G9 

58 

2 



PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
SELECTIVE CHANNEL PROTEIN) (VDAC) 

0122_pir S36454 porin porl - garden pea 

6819 emb CAA80988 (Z25540) Porin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227242 
LIB318< 
BLASTX 
g30804: 
476 

8.0e-5C 
120 
83 

(AL022604) putative sugar transporter protein [Arabidopsis 



J9-024-P1-K1-H3 

120 

jO 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227243 

LIB3189-024-P1-K1-H5 

BLASTX 

g3885334 

145 

4.0e-09 

41 

66 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227244 

LIB318 9-024-P1-K1-H6 

BLASTX 

g4559358 

383 

5.0e-37 

100 

72 

(AC006585) putative steroid binding protein [Arabidops 
thaliana] 

227245 

LIB3189-024-P1-K1-H9 

BLASTX 

g3334113 

401 

3.0e-39 

78 

97 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypiuiti hirsutum] 

227246. 

LIB3189-025-P1-K1-A1 

BLASTX 

g3668089 

171 

4.0e-12 

86 

41 

{AC004 667) unknown protein [Arabidopsis thaliana] 
227247 

LIB3189-Q25-P1-K1-A9 

BLASTX 

gll69009 

238 

4.0e-20 

107 

48 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_542009_pir S40146 

catechol O-methyltransf erase (EC; 2.1.1.6) cider tree 



32437 



>gi_4 3777 7_emb_CAA5 2 8 1 4_ 
[Eucalyptus gunnii] 



(X74814) 0-Methyltransferase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227248 

LIB3189-025-P1-K1-B1 

BLASTX 

g3377805 

168 

3.0e-12 

47 

64 

(AF075597) contains similarity to several apoptosis or 
programmed cell death proteins such as rat apoptosis 
protein RP-8 (GB:M80601) [Arabidopsis thaliana] 
>gi_3912928_gb_AAC78712.1_ (AF001308) putative zinc finger 
protein [Arabidopsis thaliana] 

227249 

LIB3189-025-P1-K1-B10 

BLASTX 

g4510373 

234 

2' Oe-30 

126 

60 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227250 

LIB3189-025-P1-K1-B2 

BLASTX 

gl620898 

560 

l.Oe-57 

138 

80 

(D87957) protein involved in sexual development [Homo - 
sapiens] 

227251 

LIB3189-025-P1-K1-B3 

BLASTX 

g2160169 

194 

8.0e-15 

75 

55 

(AC000132) No definition line found [Arabidopsis thaliana] 
227252 

LIB318 9-025-P1-K1-B4 

BLASTX 

g2623310 

34 9 

4.0e-33 

100 

67 
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NCBI Description 



(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 




Seq. ID 


LIB318 9-025-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4510373 


BLAST score 


220 


E value 


3.0e-28 


Match length 


82 


% identity 


80 


NCBI Description 


(AC007017) putative harpin-induced protein [Arabidops: 




thaliana] 


Seq. No. 


227254 


Seq. ID 


LIB318 9-025-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2088649 


BLAST score 


304 


E value 


l.Oe-27 


Match length 


90 


% identity 


66 


NCBI Description 


(AF002109) unknown protein [Arabidopsis thaliana] 


Seq. No.- 


227255 


Seq. ID 


LIB318 9-025-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl33409 


BLAST score 


595 


E value 


7.0e-62 


Match length 


129 


% identity 


88 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 




>gi_66962_pir RNNTA DNA-directed RNA polymerase (EC 




2.7.7.6) alpha chain - common tobacco chloroplast 




>gi 11860 emb CAA77376 {Z00044) RNA polymerase alpha 




subunit [Nicotiana tabacum] >gi_225228_prf 1211235BK 




polymerase alpha [Nicotiana tabacum] 


Seq. No. 


227256 


Seq. ID 


LIB318 9-025-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


259 


E value 


5.0e-23 


Match length 


61 


% identity 


80 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


227257 


Seq. ID 


LIB318 9-025-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2605621 


BLAST score 


382 


E value 


2.0e-37 


Match length 


80 



32439 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

(D8"8619) 0SMYB3 [Oryza sativa] 

227258 ' , 

LIB3189-025-P1-K1-E8 

BLASTX 

g4538897 

522 

3.0e-53 

151 

64 

(AL04 9482) AXllOP-like protein [Arabidopsis thaliana] 
227259 

LIB318 9-025-P1-K1-F2 

BLASTX 

gl350944 

301 

7.0e-28 

63 

94 

40S RIBOSOMAL PROTEIN S17 
227260 

LIB3189-025-P1-K1-F4 

BLASTX 

g2961300 

387 

l.Oe-37 

78 
96 

{AJ225027) ribosomal protein L24 [Cicer arietinum] 
227261 

LIB3189-025-P1-K1-G8 

BLASTX 

g3851001 

395 

2.0e-38 

96 
81 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

227262 

LIB318 9-025-P1-K1-H12 

BLASTX 

g2130073 

387 

l.Oe-37 

86 

90 

fructose-bisphosphate. aldolase (EC 4.1.2.13) isoenzyme C-1, 
cytosolic - rice >gi_7 8617 8_dbj_BAA0884 5_ (D50307) aldolase 
C-1 [Oryza sativa]' >gi_7 90970_dbj_BAA08830_ {D50301) 
aldolase C-1 [Oryza sativa] 



32440 



Seq. No. 


227263 


Seq. ID 


LIB318 9-026-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3415117 


BLAST score 


251 ' - 


E value 


2.0e-21 


Match length 


71 


% identity 


66 


NCBI Description 


(AF081203) villin 3 [. 


Seq. No. 


227264 


Seq. ID 


LIB3189-026-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3024126 


BLAST score 


572 


E value 


4.0e-59 


Match length 


118 


% identity 


92 


NCBI Description 


S-ADENOSYLMETHIONINE , 



ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_165557 6_emb_CAA95856_ (Z71271) S-adenosyl-L-methionine 

synthetase 1 [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227265 

LIB318 9-026-P1-K1-B12 

BLASTX 

gl40207 

147 

6.0e-10 

38 

63 

PROBABLE 40S RIBOSOMAL PROTEIN S9 >gi_102109_pir S12674 

ribosomal protein S9.e - Trypanosoma brucei 





>gi_10399_emb_CAA36818_ {X52586) aid orfU 




190) [Trypanosoma brucei] 


Seq. No. 


227266 


Seq. ID 


LIB318 9-026-P1-K1-B4 


Method ■ 


BLASTX ^ 


NCBI GI 


g3603401 


BLAST score 


230 


E value 


l.Oe-19 


Match length 


60 


% identity 


75 


NCBI Description 


{AF083333) cinnamyl-alcohol dehydrogenase 


Seq. No. 


227267 


Seq. ID 


LIB318 9-026-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2244867 


BLAST score 


200 


E value 


9.0e-16 


Match length 


101 


% identity 


43 >•:• 


NCBI Description 


(Z97337) hydroxynitrile lyase [Arabidopsi; 


Seq. No. 


227268 



'32441 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-026-P1-K1-B7 

BLASTX 

g3915847 

391 

5.0e-38 

85 

87 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosonial protein S2 [Arabidopsis thaliana] 



Seq. No. 


227269 


Seq. ID 


LIB3189-026-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3785978 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


91 


% identity' 


56 


NCBI Description 


(AC005560) unknown prot^ 


Seq. No. 


227270 


Seq. ID 


LIB3189-026-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gll71965 


BLAST score 


227 


E value 


3.0e-19 


Match length 


52 


% identity 


87 


NCBI Description 


PHOSPHATIDYLINOSITOL 3-: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

'BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PTDINS-3-KINASE) (PI3K) (SPI3K-5) >gi_736339 (L27265) 
phosphatidylinositol 3-kinase [Glycine max] 

227271 

LIB3189-026-P1-K1-F11 

BLASTX 

gl362086 

195 

l.Oe-15 

46 

87 

5 -met hyltetrahydr opt eroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5 -methyltetrahydropt eroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X834 99) methionine synthase 
[Catharanthus roseus] 

227272 

LIB3189-02 6-P1-K1-F4 

BLASTX 

g3650032 

141 

3.0e-09 

38 

61 

(AC005396) gibberellin-regulated protein GASTl-like 



32442 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227273 

LIB318 9-026-P1-K1-G1 

BLASTX 

g267122 

172 

8.0e-13 

50 

66- 

THIOREDOXIN H-TYPE (TRX-H) >gi_478400_pir JQ2242 

thioredoxin h - Arabidopsis thaliana 

>gi_16552_emb_CAA784 62_ (Z14084) Thioredoxin H [Arabidopsis 
thaliana] >gi_1388080 (U35827) thioredoxin h [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227274 

LIB318 9-02 6-P1-K1-G12 

BLASTX 

g942594 

196 

l.Oe-15 
49 

78 ' 

(U30456) heat shock cognate protein [Urechis caupo]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227275 

LIB318 9-026-P1-K1-G5 

BLASTX 

gl076696 

174 

5.0e-13 

42 

74 

cyprosin - cardoon >gi_556819_emb__CAA57510_ 
cyprosin [Cynara cardunculus] 



(X81984) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227276 

LIB318 9-026-P1-K1-G6 

BLASTX 

g3024017 

377 

3.0e-38 

95 

81 

EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 
(EIF-4C) >gi_2565421 (AF026804) euJcaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
■ E value 
Match length 
% identity 



227277 

LIB318 9-026-P1-K1-H12 

BLASTX 

g267069 

238 

2.0e-20 

49 

88 



32443 



NCBI Description TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696). apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


227278 


Seq. ID 


LIB3189-026-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3451072 


BLAST score 


230 


E value 


3.0e-19 


Match length 


69 


% identity 


61 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


227279 


Seq. ID 


LIB3189-027-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2388574 


BLAST score 


151 


E value 


2.0e-10 


Match length 


46 


% identity 


65 


NCBI Description 


{AC000098) Strong similarity to Phalaenopsis homeobox 




protein (gb_U34743) . [Arabidopsis thaliana] 


Seq. No. 


227280 


Seq. ID 


LIB3189-027-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2062167 


BLAST score 


354 


E value 


3.0e-35 


Match length 


107 


% identity 


73 


NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arabidops. 




thaliana] 


Seq. No. 


227281 


Seq. ID 


LIB3189-027-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3420008 


BLAST score 


193 


E value 


7.0e-15 


Match length 


77 


% identity 


47 


NCBI Description 


(AF000307) steroid sulfotransf erase 3 [Brassica napus' 


Seq. No. 


227282 


Seq. ID 


LIB3189-027-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl370198 


BLAST score 


239 


E value 


l.Oe-20 


Match length 


57 


% identity 


86 


NCBI Description 


(Z73948) RAB8E [Lotus japonicus] 



32444 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227283 

LIB3189-027-P1-K1-D7 

BLASTX 

g2499610 

571 

5.0e-59 

148 

78 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 6 (MAP KINASE 6) 

(ATMPK6) >gi_629547_pir S40472 mitogen-activated protein 

kinase 6 (EC 2.7.1.-) - Arabidopsis thaliana 

>gi_4574 04_dbj_BAA04 869_ (D21842) MAP kinase [Arabidopsis 

thaliana] >gi_2281091 (AC002333) MAP Kinase 6 [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227284 

LIB3189-027-P1-K1-E11 

BLASTX 

gl67367 

290 

3.0e-26 
58 

95, 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



227285 

LIB3189-027-P1-K1-F12 

BLASTX 

gl707955 

557 

2.0e-57 

111 

95 

GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 1 
(GLUTAMATE- -AMMONIA LIGASE) >gi_1134 8 96_emb_CAA6398 1_ 
(X94320) glutamine synthetase [Vitis vinifera] . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227286 

LIB3189-027-P1-K1-F7 

BLASTX 

g2961377 

185 

7.0e-14 

122 

3 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana.}. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227287 

LIB3189-027-P1-K1-F8 

BLASTX 

g3337361 

213 

5.0e-17 

64 

59 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 



32445 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



227288 

LIB3189-027-P1-K1-G5 

BLASTX 

g2340166 

212 

6.0e-17 

92 

52 

(AF008124) glutathione S-conjugate transporting ATPase 
[Arabidopsis thaliana] >gi__2459949 (AF008125) multidrug 
resistance-associated protein homolog [Arabidopsis 
thaliana] 

227289 

LIB3189-027-P1-K1-G7 

BLASTX 

g4098129 

446 

2.0e-44 

83 

100 

{U73588) sucrose synthase [Gossypium hirsutum] 
227290 

LIB3189-027-P1-K1-H2 

BLASTX 

gl694621 

187 

4.0e-14 

76 

53 

{D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 
227291 

LIB3189-027-P1-K1-H3 

BLASTX 

g2961300 

483 

8.0e-49 

117 

80 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
227292 

LIB3189-027-P1-K1-H4 

BLASTX 

g2661840 

366 

5.0e-35 

98 

68 

{yi5430) adenosine kinase [Physcomitrella patens] 
227293 

LIB3189-027-P1-K1-H5 
BLASTX . 



32446 



NGBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3914394 
292 

2.0e-36 

97 

74 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5,4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

227294 

LIB3189-027-P1-K1-H6 

BLASTX 

g3986695 

537 

4.0e-55 

121 

90 

(AF101423) ribosomal protein L12 [Cichorium intybus] 
227295 

LIB318 9-027-P1-K1-H8 . 

BLASTX 

gl694621 

387 

2.0e-37 

115 

70 

(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 
227296 

LIB318 9-028-P1-K1-A10 

BLASTX 

gl293835 

225 

2.0e-18 

135 

33 

(U56965) C15H9.5 gene product [Caenorhabditis elegansl- 
227297 

LIB318 9-028-P1-K1-A12 

BLASTX 

gl917019 

559 

l.Oe-57 

118 

89 

(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
227298 

LIB318 9-028-P1-K1-A7 

BLASTX 

g3785989 

228 

3.0e-19 



32447 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 
68 

(AC005560) unknown protein . [Arabidopsis thaliana] 
227299 

LIB3189-028-P1-K1-B12 

BLASTX 

gl67367 

534 

l.Oe-54 

126 

84 

(L08199) peroxidase [Gossypium hirsutum] 
227300 

LIB3189-028-P1-K1-C12 

BLASTX 

g2829204 

189 

l.Oe-14 

35 

100 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



Seq. No. 


227301 




Seq. ID 


LIB3189-028-P1-K1-C7 ^ 




Method 


BLASTX 




NCBI GI 


g71498 




BLAST score 


261 




E value 


l.Oe-22 




Match length 


116 




% identity 


50 




NCBI Description 


heat shock protein 17. 


7 - garden pea 


Seq. No. 


227302 




Seq. ID 


LIB3i89-028-Pl-Kl-D10 




Method 


BLASTX 




NCBI GI 


gl364059 




BLAST score 


231 




E value 


3.0e-19 




Match length 


109 




% identity 


44 




NCBI Description 


dioscorin class A precursor - Dioscorea 




> g i_4 334 6 3_emb_CAA5 378 


1_ {X76187) storac 




[Dioscorea cayenensis] 




Seq. No, 


227303 




Seq. ID 


LIB318 9-028-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


g4006848 




BLAST score 


153 




E value 


5.0e-10 




Match length 


37 . 




% identity 


78 





NCBI Description 



{AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 



32448 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 

Seq. No. 

Seq.. ID 

Meth'od 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

■% identity 

NCBI Description 



227304 

LIB3189-028-P1-K1-D7 

BLASTX 

g3420239 

153 

2.0e-10 

31 

97 

(AF059484) actin [Gossypium hirsutum] 
227305 

LIB3189-028-P1-K1-D9 

BLASTX - * " * 

g4508073 

309 

2.0e-28 

95 

62 

(AC005882) 43220 [Arabidopsis thaliana] 
227306 

LIB318 9-028-P1-K1-F11 

BLASTX ' 

g32881'13 

386 

2.0e-37 

106 

74 

(Z97067) elongation factor 1-beta [Beta vulgaris] 
227307 

LIB3189-028-P1-K1-F12 

BLASTX 

gl076708 

643 

2.0e-67 

129 

28 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84 44 0_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD1534 0_ {AC004044; 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 21114 34A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227308 

LIB3189-028-P1-K1-F6 

BLASTX 

g2129499 

655 

7.0e-69 

133 

92 



32449 



%s=f 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypiiom hirsutum] 

227309 

LIB3189-028-P1-K1-F7 

BLASTX 

gl67367 

666 

3.0e-70 

125 

98 

(L08199) peroxidase [Gossypium hirsutum] 
227310 

LIB3189-028-P1-K1-F8 

BLASTX 

gl762945 

347 

8.0e-33 

103 

61 

(U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



y 5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227311 

LIB3189-028-P1-K1-F9 

BLASTX 

g3023751 

499 

l.Oe-50 

136 

71 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227312 

LIB318 9-028-P1-K1-G2 

BLASTX 

g4193388 

280 

4.0e-25 

80 

69 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227313 

LIB318 9-028-P1-K1-G4 

BLASTX 

gl304128 

304 

6.0e-28 

77 

10 



32450 



NCBI Description 



(D63791) polyubiquitin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227314 

LIB318 9-028-P1-K1-G5 

BLASTX 

g2262158 

333 

4.0e-31 

126 

58 

(AC002329) putative mitochondrial phosphate translocator 
protein [Arabidopsis thaliana] 



Seq. No. 


227315 


Seq. ID 


LIB3189-028-P1-K1-G7 


Method 


OT 7\ CPV 


NCBI GI 


g992706 


BLAST score 


528 


E value 


3.0e-54 


Match length 


113 


% identity 


91 


NCBI Description 


(.U33758) UBC13 [Arabidopsis t: 


Seq. No. 


227316 


Seq. ID 


LIB318 9-028-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


241 


E value 


2.0e-2b 


Match length 


62 


% identity 


77 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN ; 




(X78213) 60s acidic ribosomal 




argentatum] 


Seq. No. 


227317 


Seq. ID 


LIB3189-028-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl402878 


BLAST score 


241 


E value 


2.0e-20 


Match length 


86 


% identity 


56 


NCBI Description 


(X98130) unknown [Arabidopsis 


Seq. No. 


227318 


Seq. ID 


LIB318 9-028-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4325338 


BLAST score 


499 


E value 


l.Oe-50 


Match length 


118 


% identity 


76 


NCBI ^Description 


{AF128392) No definition line 


Seq. No. 


227319 


Seq. ID 


LIB318 9-028-P1-K1-H3 



[Parthenium 



32451 



Method 


BLASTX 


NCBI GI 


g3y35145 


BLAST score 


231 


E value 


3.0e-19 


Match length 


95 , 


% identity 


50 


NCBI Description 


(AC005106) T25N20.9 [Arabidopsis thaliana] 


Seq. No. 


227320 


Seq. ID 


LIB3189-028-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


189 


E value 


2.0e-14 


Match length 


83 


% identity 


6 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


227321 


Seq. ID 


LIB318 9-028-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2129735 


BLAST score 


349 


E value 


4 .Oe-33 


Match length 


113 


% identity 


57 


NCBI Description 


serine/threonine-specif ic kinase (EC 2.7.1.-) precursor 




Arabidopsis thaliana >gi_1405837_einb_CAA62824_ (X91630) 




receptor-like kinase [Arabidopsis thaliana] >gi 2150023 




(AF001168) receptor-like kinase LECRKl [Arabidopsis 




thaliana] 


Seq. No. 


227322 


Seq. ID 


LIB318 9-028-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2980767 


BLAST score 


220 


E value 


5.0e-24 


Match length 


111 


% identity 


62 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


227323 


Seq. ID 


LIB3189-030-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g23Dy756 


BLAST score 


378 ' • 


E value 


l.Oe-36 


Match length 


106 


% identity 


70 


NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 


Seq. No. 


227324 \. 


Seq. ID 


LIB3189-030-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


582 



32452 



E value 
MatQh length 
% identity 
NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-60 

117 

96 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
227325 

LIB3189-030-P1-K1-B12 

BLASTX 

g730645 

171 

l.Oe-12 

38 

89 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 

(Z23161) ribosomal protein 515 [Arabidopsis thaliana] 
>gi_313188_enib_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

227326 

LIB3189-030-P1-K1-B2 . 

BLASTX 

g4538913 

244 

8.0e-21 

62 

79 

(AL049482) putative protein [Arabidopsis thaliana] 
227327 

LIB318 9-030-P1-K1-B3 

BLASTX 

g3204125 

345 

2.0e-32 • , 

83 

81 

(AJ006766) putative Pi starvation-induced protein [Cicer 
arietinum] 

227328 

LIB3189-030-P1-K1-B4 

BLASTX 

gl843527 

293 

8.0e-27 

74 

80 

(U73747) annexin [Gossypium hirsutum] 
227329 

LIB318 9-030-P1-K1-B8 

BLASTX 

g464981 



32453 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

2.0e-21 

4 8 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 


227330 


Seq. ID 


LIB318 9-030-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g464621 


BLAST score 


215 


E value 


l,0e-17 


Match length 


66 


% identity 


59 


NCBI Description 


DUo KibUoUiyiAij rKUihjllN lib (xijlb— , 




ribosomal protein ML16 - common 




>gi_19539_emb_CAA4 9175_ (X69378 




[Mesembryanthemum crystallinum] 


Seq. No. 


227331 


Seq. ID 


LIB318 9-030-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3882081 


BLAST score 


491 


E value 


9 , Oe-50 


Match length 


101 


% identity 


36 


NCBI Description 


(AJ012552) polyubiquitin [Vicia 


Seq. No. 


227332 


Seq. ID 


LIB3189-030-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


373 


E value 


y . ue- J b 


Match ■ length 


99 


% identity 


72 


NCBI Description 


(Y15430) adenosine kinase [Physi 


Seq. No. 


227333 


Seq. ID 


LIB3189-030-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3421140 


BLAST score 


338 


E value 


8.0e-32 


Match length 


118 


% identity 


59 


NCBI Description 


(AF045668) arginine decarboxyla: 


Seq. No. 


227334 


Seq. ID 


LIB3189-030-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


517 


E value 


l.Oe-52 . 



'32454 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



139 
94 

(AB015601) DnaJ homolog [Salix gilgiana] 



227335 

LIB3189-030-P1-K1-D11 

BLASTX 

gl24226 

332 

4.0e-31 

70 

93 

INITIATION FACTOR 5A-2 
>gi_100278_pir S21059 



(EIF-5A) (EIF-4D) 

translation initiation factor 

eIF-5A.2 - curled-leaved tobacco >gi_19702_einb_CAA4 5104_ 
(X63542) eukaryotic initiation factor 5A (2) [Nicotiana 
plumbagini folia] 

227336 

LIB318 9-030-P1-K1-D12 

BLASTX 

g4406372 

445 

3.0e-44 

139 

65 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

227337 

LIB3189-030-P1-K1-D2 

BLASTX 

g4455150 

296 

7.0e-27 

126 

48. 

(AL031032 ) putative protein [Arabidopsis thaliana] 
227338 

LIB3189-030-P1-K1-D9 

BLASTX 

gll5492 

560 

9.0e-58 

112 

52 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

227339 

LIB318 9-030-P1-K1-E12 

.BLASTX 

g3334115 

163 

l.Oe-11 
48 



32455 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 

227340 

LIB3189-030-P1-K1-E2 

BLASTX 

gll74592 

659 

3.0e-69 

123 
99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

227341 

LIB3189-030-P1-K1-E4 

BLASTX 

g2462746 

279 

4.0e-25 

74 

72 

{AC002292) Similar -to ATP-citrate-lyase [Arabidopsis 
thaliana] 

227342 

LIB318 9-030-P1-K1-E6 

BLASTX 

g2829204 

189 

l.Oe-14 ■ - 

35 

100 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



227343 

LIB318 9-030-P1-K1-E8 

BLASTX 

g3023751 

470 

2.0e-47 

110 

31 

70 KD PEPTIDYLPROLYL ISOMERASE { PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase {EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ {X86903) peptidylprolyl isomerase 
[Triticum aestivum] 

227344 

LIB3189-030-P1-K1-F1 
BLASTX 



32456 



NCBI GI . 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3355617 
216 

2.0e-17 

56 

75 

(AJ000229) unnamed protein product [Hordeum vulgare] 
227345 

LIB3189-030-P1-K1-F10 

BLASTX 

gl351408 

403 

2,0e-39 

98 

76 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_einb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 



Seq. No. 


227346 


Seq. ID 


LIB3189-030-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl703574 


BLAST score 


339 


E value 


8 . Oe-32 


Match length 


142 


% identity 


46 


NCBI Dpspriotioh 


(U804371 C43E11 9 fCaenorhabditis eleaansl 


Seq. No, 


227347 


Seq. ID 


LIB3189-030-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


544 


E value 


8.0e-56 


Match length 


144 


% identity 


74 


NCBI Description 


(AL022023) plasma membrane intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


227348 


Seq. ID 


LIB3189-030-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g267082 


BLAST score 


523 


E value 


2.0e-53 


Match length 


100 


% identity 


99 


NCBI Description 


TUBULIN BETA-8 CHAIN >gi_32018 9_pir JQ1592 - 




chain - Arabidopsis thaliana >gi 166908 (M84' 




tubulin [Arabidopsis thaliana] 


Seq. No. 


227349 


Seq. ID 


LIB3189-030-P1-K1-F7 


Method 


BLASTX 



324 57 



NCBI GI g3738338 

BLAST score 188 

E value . 2 . Oe-14 

Match length 7 9 

% identity 57 - • 

NCBI Description (AC005170) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227350 

LIB3189-030-P1-K1-G11 

BLASTX 

g3184082 

290 

5.0e-26 

148 

42 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces poitibe] 



Seq. No. 227351 

Seq. ID LIB3189-030-P1-K1-G12 

y1 Method BLASTX 

a* NCBI GI g2564066 
^ BLAST score ' 222 

E value 3.0e-18 

Match length 80 ' ' - 

^ %'^identity 55 

01 NCBI Description (D45900) LEDI-3 protein [Lithospermum erythrorhizon] 

L Seq. No. 227352 

p., Seq. ID LIB3189-030-P1-K1-G3 

H Method BLASTX 

^ NCBI GI gl076738 

y BLAST score 531 

Q E value 3.0e-54 

Q Match length 103 

% identity 94 

NCBI Description beta-tubulin R2242 - rice 

Seq. No. 227353 

Seq. ID LIB3189-030-P1-K1-G4 

Method BLASTX 

NCBI GI g3549648 

BLAST score 38 6 

E value 2.0e-37 

Match length 120 

% identity 62 

NCBI Description {AJ010728) alpha 'amylase [Avena fatua] 

Seq. No. 227354 

Seq. ID LIB3189-030-P1-K1-H1 

Method BLASTX 

NCBI GI g3913633 

BLAST score' 157 

E value 3. Oe-18 • 

Match length 87 

% identity 61 



32458 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HYPOTHETICAL PROTEIN F8A5 ..25 . >gi_24 62742 (AC002292) Unknown 
protein [Arabidopsis thaliana] 

227355 

LIB3189-030-P1-K1-H11 

BLASTX 

g2129499 

353 

l.Oe-41 

129 

71 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

227356 

LIB318 9-030-P1-K1-H12 

BLASTX 

gl935912 

161 

6.0e-ll 

93 

39 

(U77346) LLSl [Zea mays] 
227357 

LIB3189-030-P1-K1-H3 

BLASTX 

g464981 

480 

3.0e-48 

101 

92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

227358 

LIB3189-030-P1-K1-H5 

BLASTX 

g2529229 

159 

5.0e-ll 

51 

65 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
227359 

LIB3189-030-P1-K1-H6 

BLASTX 

g2129499 

707 

6.0e-75 

142 

93 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi 1000086 (U30506) E6 [Gossypium hirsutum] 



32459 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227360 

LIB3189-031-P1-K1-A10 

BLASTX 

gll72873 

444 

4.0e-44 

147 

56 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 1857_pir JN0719 

drought-inducible cysteine proteinase (EC .3 . 4 , 22 . -) RD21A 
precursor - Arabidopsis. thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227361 

LIB3189-031-P1-K1-A11 

BLASTX 

gl076316 

158 

l.Oe-10 

62 

45 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78.584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227362 

LIB3189 

BLASTX 

g267069 

361 

l.Oe-34 

71 

94 

TUBULIN 
tubulin 
(M84696 
(M84697 



■031-P1-K1-A2 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi__166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227363 

LIB3189-031-P1-K1-A4 

BLASTX 

g3128228 

144 

l.Oe-09 

40 

72 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 
Seq. JD 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



227364 

LIB3189-031-P1-K1-A6 

BLASTX 

gl619297 

451 

4.0e-45 
87 



32460 



% identity 

NCBI Description 



95 

(Y08490) 



alpha-tubulin 2 [Hordeum vulgare] 





Seq. No. 


227365 




Seq. ID 


LIB318 9-031-P1-K1-A8 




Method 


BLASTX 






g^ D / u oy 




BLAST score 


296 




E value 


3.0e-27 




Match length 


56 




% identity 


95 




NCBI Description 


TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 






tubulin alpha chain - Arabidopsis thaliana >gi 166914 






(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 






(M84697) alpha-4 tubulin [Arabidopsis thaliana] 




Seq. No. 


227366 


i — H 


Seq. ID 


LIBJlo y-UoX-ri-Kl-Ay 




Method 


BLASTX 




NCBI GI 


g4567274 




BLAST score 


530 


yj 


E value 


2.0e-54 




Match length 


110 




% identity 


85 




NCBI Description 


(AC006841) putative cysteine proteinase precursor 






[Arabidopsis thaliana] 




Seq. No. 


227jd7 




Seq. ID 


LIB3189-031-P1-K1-B11 




Method 


BLASTX 




NCBI GI 


g30470B5 




BLAST score 


382 


O 


E value 


7.0e-37 




Match length 


124 




% identity 


61 




NCBI Description 


(AF058914) No definition line found [Arabidopsis thaliana] 




Seq. No. 






Seq. ID 


LIB3189-031-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g2369766 




BLAST score 


294 




E value 


3.0e-44 




Match length 


139 




% identity 


68 




NCBI Description 


(AJ001304) hypothetical protein [Citrus x paradisi] 




Seq. No. 


227369 




Seq. ID 


LIB3189-031-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


g3135257 




BLAST score 


146 




E value 


4.0e-09 




Match length 


84 




% identity 


55 




NCBI Description 


(AC003058) unknown protein [Arabidopsis thaliana] 



32461 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227370 

LIB3189 

BLASTX 

g267069 

648 

5.0e-68 

120 

98 

TUBULIN 
tubulin 
(M84696 
(M84697 



-031-P1-K1-C12 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_l 66914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



227371 

LIB3189-031-P1-K1-C3 

BLASTX 

g4567274 

589 

3.0e-61 

119 

87 

(AC006841) putative cysteine proteinase precursor 
[Arabidopsis thaliana] 

227372 

LIB3189-031-P1-K1-C6 

BLASTX 

g267075 

677 

2,0e-71 

132 

93 

TUBULIN BETA-2 CHAIN >gi_388254_emb_CAA38 614_ (X54845) 
beta-tubulin 2 [Pisum sativum] 

227373 

LIB3189-031-P1-K1-C9 

BLASTX 

g3158376 

259 

2.0e-29 

100 

68 

{AF035385) unknown [Arabidopsis thaliana] 
227374 

LIB318 9-031-P1-K1-D11 

BLASTX 

gll2717 

265 

4.0e-23 

115 

43 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 



32462 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227375 

LIB3189-031-P1-K1-D3 

BLASTX 

gl732511 

477 

6.0e-48 

103 

85 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 

227376 

LIB3189-031-P1-K1-D4 

BLASTX 

g2982322 

212 

l.Oe-17 

46 

87 

(AF05124 6) probable proteasome subunit [Picea mariana] 
227377 

LIB3189-031-P1-K1-D7 

BLASTX 

g3790102 

189 

l.Oe-14 

43 

81 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 

227378 

LIB3189-031-P1-K1-E9 

BLASTX 

g4049349 

206 

8.0e-17 

97 

53 

(AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

227379 

LIB3189-031-P1-K1-F1 

BLASTX 

gl29248 

184 

l.Oe-13 

100 
23 

ORGAN SPECIFIC PROTEIN S2 >gi_72318_pir KNPMS2 protein S2 

- garden pea >gi_295831_emb_CAA3594 4_ (X51595) S2 protein 
[Pisum sativum] 



Seq. No. 



227380 



324 63 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



LIB3189-031-P1-K1-F10 

BLASTX 

g2129499 

641 

3.0e-67 

132 

91 

fiber prot ein E6 ( clone CKE6— 4A) ~ upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

227381 

LIB3189-031-P1-K1-F12 

BLASTX 

g464849 

402 

2.0e-39 

98 

83 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

227382 

LIB3189-031-P1-K1-F4 

BLASTX 

gl351856 

366 

3.0e-35 

94 

79 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227383 

LIB3189-031-P1-K1-F6 

BLASTX 

g3348122 

295 

l.Oe-28 

67 

81 

(AF078670) tubulin alpha chain [Artemia franciscana] 
227384 

LIB318 9-031-P1-K1-F8 

BLASTX 

g2129770 

191 

2.0e-14 

57 

58 

xyloglucan endotransglycosylase-related protein XTR-2 - 
■Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154 611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 



32464^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227385 

LIB3189-031-P1-K1-G1 

BLASTX 

g267069 

268 

5.0e-24 

52 

92 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227386 

LIB318 9-031-P1-K1-G10 

BLASTX 

gl21344 

219 

l.Oe-22 

79 

70 

GLUTAMINE SYNTHETASE LEAF ISOZYME PRECURSOR 
(GLUTAMATE-AMMONIA LIGASE) (CHLOROPLAST GS2) 

>gi_68597_pir ^AJPMQ2 glutamate — ammonia ligase (EC 

6.3.1.2) delta precursor, chloroplast - garden pea 
>gi_169059 (M20664) glutamine synthetase (chloroplast GS2) 
(EC 6.3.1.2) [Pisum sativum] 



Seq. No. 


227387 


Seq. ID 


LIB318 9-031-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2632252 


BLAST score 


273 


.E value 


3.0e-24 


Match length 


74 


% identity 


73 


NCBI Description 


(Y124 64) serine/threonine kinase [Sorghum' 


Seq. No. 


227388 


Seq. ID 


LIB318 9-031-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl20674 


BLAST score 


158 


E value 


6.0e-15 


Match length 


74 


% identity 


72 


NCBI- Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, 



>gi_66015_pir DENDG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - common buttercup 
>gi_21066_emb_CAA42903_ (X60345) glyceraldehyde 
3-phosphate dehydrogenase [Ranunculus acris] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 



227389 

LIB318 9-031-P1-K1-H12 

BLASTX 

g3114901 



32465 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 * 

4.0e-09 

32 

81 

{AJ005804) pcbere [Populus balsamifera subsp. 
>gi_3114905_emb_CAA06709_ (AJ005806) pceberh 
balsamifera subsp. trichocarpa] 



trichocarpa] 
[Populus 



227390 

LIB3189-031-P1-K1-H4 

BLASTX 

g232024 

718 

2.0e-76 

134 

100 

PROTEIN E6 >gi_421806_pir ^A46130 fiber protein - upland 

cotton >gi__21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



39-031-P1-K1-H8 

i 

190 ■ 

L2 



227391 
LIB3185 
BLASTX 
g284245 
174 

2.0e-l^ 
68 
46 

{AL021749) heat-shock protein [Arabidopsis thaliana] 
227392 

LIB3189-032-P1-K1-A11 

BLASTX 

gl20669 

520 ' ^ 
4.0e-53 

103 
-94 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227393 

LIB318 9-032-P1-K1-A12 

BLASTX • 

g2129499 

590 

3.0e-61 

132 

83 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6 [Gossypium hirsutum] 



32466 





Seq. No. 


227394 




Seq. ID 


LIB3189-032-P1-K1-A3 




Method 


BLASTX 




NCBI GI 


g2078350 




BLAST score 


160 




E value 


2.0e-ll 




Match length 


44 




% identity 


82 




NCBI Description 


(U95923) transaldolase [Solanura tuberosum] 




Seq. No. 


227395 




Seq. ID 


LIB318 9-032-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


gz4 DoU lo 




BLAST score 


165 




E value 


2.0e-ll 




Match length 


128 




% identity 


35 




NCBI Description 


(AJ00144 9) ripening-induced protein [Fragaria vesca] 


iO 


Seq. No. 


227396 


r-: r 


Seq. ID 


LIB318 9-032-P1-K1-B1 


=™ 


Method 


BLASTX 




NCBI GI 


g3176098 


o 


BLAST score 


4 63 ^ 




E value 


2.0e-46 




Match length 


129 




% identity 


26 


= 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


s 

i-J 


Seq. No. 


227397 


M= 


Seq. ID 


LIB318 9-032-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


g3334405 




BLAST score 


605 




E value 


5.0e-63 




Match length 


128 




% identity 


98 




NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNLT)- 






>gi_2267583 (AF009338) vacuolar H4—ATPase subunit E 






[Gossypium hirsutum] 




Seq. No. 


227398 




Seq. ID 


LIB318 9-032-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g2497743 




BLAST score 


177 




E value 


5.0e-13 




Match length 


57 




% identity 


61 



NCBI Description NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 

Seq. No, 227399 

Seq. ID LIB3189-032-P1-K1-B7 . 



32467 



■Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST' score 
E value 
Match length 
% identity 



BLASTX 

g2129499 

611 

9.0e-64 

130-^ 
88 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6 [Gossypium hirsutum] 

227400 

LIB3189-032-P1-K1-C10 

BLASTX 

g4539335 

179 

2.0e-13 

97 

35 

(AL035539) putative protein [Arabidopsis thaliana] 
227401 

LIB3189-032-P1-K1-C3 

BLASTX 

g3643603 

367 

4.0e-35 

83 

86 

■ {AC005395) unknown protein [Arabidopsis thaliana] 
227402 

LIB3189-032-P1-K1-D1 

BLASTX 

gl707017 

137 

l.Oe-08 

33 

79 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 
227403 

LIB318 9-032-P1-K1-D11 

BLASTX 

g3717946 

279 

8.0e-25 

92 

63 

(AJ005901) vagi [Arabidopsis thaliana] 
227404 

LIB3189-032-P1-K1-D12 

BLASTX 

g3450893 

516 

l.Oe-52 

124 

81 



32468 



NCBI Description 



(AF084005) ras-like small monoineric GTP-binding protein 
[Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227405 

LIB3189-032-P1-K1-D3 ^ - 

BLASTX 

g3334115 

406 

l.Oe-39 

100 

82 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF00648 9) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 





Seq. No. 


227406 




Seq. ID 


LIB318 9-032-P1-K1-E6 


n 


Method 


BLASTX 




NCBI GI 


g2129499 




BLAST score 


413 


w = 


E value 


7.0e-41 


ro 


Match length 


80 




% identity 


99 




NCBI Description 


fiber protein E6 (clone CKE6-4A) - 


I 




>gi_1000086 (U30506) E6 [Gossypium 


Li 5 


Seq. No. 


227407 




Seq. ID 


LIB3189-032-P1-K1-F3 


M= 


Method 


BLASTX 




NCBI GI 


g2981439 


: . 


BLAST score 


267 


L_J 


E value 


3.0e-30 




Match length 


146 


I ^ ft 


% identity 


55 


o 


NCBI Description 


(AF051853) t-SNARE SED5 [Arabidopsi 




Seq. No. 


227408 




Seq. ID 


LIB3189-032-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


g464846 




BLAST score 


522 




E value 


3.0e-53 




Match length 


103 




% identity 


93 




NCBI Description 


TUBULIN ALPHA-6 CHAIN >gi_322880_pi 






alpha-6 chain - maize >gi 22158 emb 






alpha-tubulin #6 [Zea mays] 




Seq. No. 


227409 




Seq. ID 


LIB3189-032-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


g464846 




BLAST score 


220 




E value 


3.0e-18 




Match length 


48 




% identity 


83 



32469 



NCBI Description TUBULIN ALPHA-6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_eitib_CAA44 863_ (X63178) 
alpha-tubulin #6 [Zea mays] 





Seq. No. 


227410 




Seq. ID 


LIB3189-032-P1-K1-F8 




Method 


BLASTX 




NCBI GI 


g3763925 




BLAST score 


266 




E value 


2.0e-23 




Match length 


59 




% identity 


83 




NCBI Description 


(AC004450) putative AflO-protein [Arabidopsis thaliana] 




Seq. No. 


227411 




Seq. ID 


LIB318 9-032-Pl-Kl-GlO 




Method 


BLASTX 




NCBI GI 


g3122060 




BLAST score 


286 




E value 


5.0e-26 




Match length 


60 


Dl 


% identity 


93 




NCBI Description 


ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 






>gi 2598657 emb CAA10847 (AJ222579) elongation factor 






1-alpha (EFl-a) [Vicia faba] 

- 




Seq. No. 


227412 


y: E 


Seq. ID 


TTr^'5'IOA A'^O T>'1 Ty^ I O 

LIB318 9-032-P1-K1-G2 


2 


Method 


BLASTX 




NCBI GI 


gl708314 




BLAST score 


231 




E value 


2.0e-27 




Match length 


66 


o 


% identity 


98 




NCBI Description 


HEAT SHOCK PROTEIN 83 >gi 169296 (M99431) heat shock 


pi 




protein 83 [Pharbitis nil] >gi_445625_prf 1909372A hea 






shocJc protein 83 [Ipomoea nil] 




Seq. No. 


227413 




Seq.. ID 


LIB3189-032-P1-K1-G3 




Method 


BLASTX 




NCBI GI 


gll72874 




BLAST score 


254 




E value 


7.0e-22 




Match length 


59 




% identity 


73 




NCBI Description 


DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 



>gi_4 7 958 9_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 



Seq. No. 227414 

Seq.; ID LIB3189-032-P1-K1-H1 

Method BLASTX 

NCBI GI g3219772 

BLAST score 428 



32470 



E value 


4.0e-47 


Match length 


104 


% identity 


93 


NCBI Description 


ACTIN 51 >gi_1498366 (U60481) actin [Lycopersicon 




esculentum] 


Seq. No. 


227415 


Seq. ID 


LIB3189-032-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4406780 


dlAoI score 


T c; 


E value 


8.0e-34 


Match length 


68 


% identity 


94 


NCBI Description 


(AC006532) putative multispanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


227416 


Seq. ID 


LIB3189-032-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2160177 


BLAST score 


219 


E value 


6.0e-18 


Match length 


111 


% identity 


41 


NCBI Description 


{AC000132) EST gb_R64 758 comes from this gene. [Arabidops 




thaliana] 


Seq. No. 


227417 


Seq. ID 


LIB3189-032-P1-K1-H2 


Method 


BLASTX 




qZ^^ DO / Z 


BLAST score 


563. 


E value 


4.0e-58 


Match length 


146 


% identity 


73 


NCBI Description. 


(Y14404 )■ putative arabinose kinase [Arabidopsis thaliana] 


Seq. No. 


227418 


Seq. ID 


LIB3189-033-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


231 


E value 


3.0e-19 


Match length 


50 


% identity 


76 


NCBI Description 


(AC007070) unlcnown '^protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227419 

LIB3189-033-P1-K1-A4 

BLASTX 

g3063695 

278 

8.0e-25 

78 

67 

(AL022537) hypothetical .protein 



[Arabidopsis thaliana] 



32471 



Seq. No. 


227420 


Seq. ID 


LIB3189-033-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2244750 


dLiAoi score 




E value 


8.0e-56 


Match length 


111 


% identity 


95 


NCBI Description 


(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 




>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 




[Arabidopsis thaliana] 


Seq. No. 


227421 


Seq. ID 


LIB318 9-033-P1-K1-A8 


Metnoa 


BLASTX 


NCBI GI 


g3128177 


BLAST score 


437 


E value 


2.0e-43 


Match length 


107 


% identity 


80 


NCBI Description 


(AC00452.1) unknown protein [Arabidopsis thaliana] 


Seq. No. 


,227422 


Seq. ID 


- LIB3189-033-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2760830 


BLAST score 


208 


E value 


l.Oe-16 


Match length 


93 


% identity 


37 


NCBI Description 


(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 




thaliana] 


Seq. No. 


227423 


Seq. ID 


LIB318 9-033-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g477819 


BLAST score 


524 


E value 


2.0e-53 


Match length 


143 


% identity 


71 


NCBI Description 


mitochondrial processing peptidase (EC 3.4.99.41) beta 




chain precursor - potato >gi 410634 bbs 136741 cytochrome c 




reductase-processing peptidase subunit II, MPP subunit II, 




P53 [potatoes, var. Marfona, tuber. Peptide Mitochondrial, 




530 aa] 


Seq. No. 


227424 


Seq. ID 


LIB318 9-033-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


373 


E value 


5.0e-36 . 


Match length 


90 


% identity 


9 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 



32472 



Seq. No. 


227425 


Seq. ID 


LIB3189-033-P1-K1-C1 


ne Liioa 




NCBI GI 


gl545805 


BLAST score 


164 


E value 


8.0e-12 


Match length 


73 


% identity 


52 


NCBI Description 


( D64 052 ) cytochrome 


Seq. No. 


227426 


Seq. ID 


LIB3189-033-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll4182 


BLAST score 


361 


E value 


8.0e-35 


Match length 


80 


% identity 


86 


NCBI Description 


CHORISMATE SYNTHASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE) 

>gi_99502_pir A41197 chorismate synthase (EC 4.6 

pink corydalis >gi_18256_emb_CAA43034_ (X60544) 
synthase [Corydalis sempervirens] 



227427 

LIB318 9-033-P1-K1-C11 

BLASTX 

g4006834 

482 

l.Oe-48 

104 

88 

(AC005970) enoyl-ACP reductase 
thaliana] 



1.4) - 
chorismate 



(enr-A) [Arabidopsis 



Seq. No; 

Seq. ID ■■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227428 

LIB3189-033-P1-K1-C12 

BLASTX 

g3402722 

489 

l.Oe-49 

115 

81 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 
227429 

LIB3189-033-P1-K1-C2 

BLASTX 

gll5492 

308 

2.0e-49 
113 

47 ' . 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



32473 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227430 

LIB3189-033-P1-K1-C3 

BLASTX 

gl743354 

208 

7.0e-17 

54 

70 

(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 



Seq. No. 


227431 


Seq. ID 


LIB318 9-033-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3860333 


BLAST score 


298 


E value 


4 .Oe-27 


Match length 


79 


% identity 


67 


NCBI Description 


(AJ012693) basic blue copper protein [Cicer arietinum] 


Seq. No. 


227432 


Seq. ID 


LIB318 9-033-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2231702 


BLAST score'^ 


547 


E' value 


3.0e-5 6 


Match length 


118 


% identity 


86 


NCBI Description 


(U92086) clathrin assembly protein AP19 homolog 




[Arabidopsis thaliana] >gi_3080409_emb_CAA18728_ (AL02 




clathrin assembly protein AP19 homolog [Arabidopsis 




thaliana] 


Seq. No. 


227433 


Seq. ID 


LIB3189-033-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


167 


E value 


8.0e-12 


Match length 


113 


% identity 


36 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227434 

LIB318 9-033-P1-K1-D1 

BLASTX 

g3776005 

155 

l.Oe-10 

74 

49 

{AJ0104 66) RNA helicase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227435 

LIB3189-033-P1-K1-D10 

BLASTX 

gl619602 



32474 



BLAST score 


414 


E value 


9.0e-41 


Match length 


112 


% identity 


39 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


227436 


Seq. ID 


LIB3189-033-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2511594 


BLAST score 


280 


E value 


5.0e-25 


Match length 


59 


% identity 


90 


NCBI Description 


(Y13694) multicatalytic endopeptidase complex, proteasoi 




precursor, beta subunit [Arabidopsis thaliana] 




>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 




endopeptidase complex, proteasome precursor, beta subun. 




[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 




proteasome subunit PBAl [Arabidopsis thaliana] 


Seq. No. 


227437 


Seq. ID 


LIB3189-033-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


479 


E value 


3.0e-48 


Match length 


121 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN LIS >gi_2245027_emb_CAB10447_ 




(Z97341) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


227438 


Seq. ID 


LIB3189-033-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2791834 


BLAST score 


149 


E value 


4.0e-15 


Match length 


72 


% identity 


68 


NCBI Description 


(AF0414 63) elongation factor 1-alpha [Manihot esculent a' 


Seq. No. 


227439 


Seq. ID 


LIB318 9-033-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g^o i^by 5 


BLAST score 


155 


E value 


2.0e-10 


Match length 


74 


% identity 


42 


NCBI Description 


{AL021713) putative protein [Arabidopsis thaliana] 


Seq. Nol" 


227440 


Seq. ID 


LIB318 9-033-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2245020 


BLAST score 


502 



32475 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-51 

137 

69 

(Z97341) growth regulator homblog [Arabidopsis thaliana] 
227441 

LIB3189-033-P1-K1-F1 

BLASTX 

gl699370 

244 

7.0e-21 

112 

45 

(S82620) prolidase=peptidase D/imidopeptidase {EC 3.4.13.9} 
[mice, liver, Peptide, 493 aa] [Mus sp.] 



Seq. No. 


227442 


Seq. ID 


LIB3189-033-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2828296 


BLAST score 


364 


E value 


7.0e-35 


Match length 


75 


% identity 


92 


NCBI Description - 


(AL021687) RNase L inhibitor 


Seq. No. 


227443 


Seq. ID 


LIB3189-033-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2894378 


BLAST score 


585 


E value 


l.Oe-60 


Match length 


144 


% identity 


71 


NCBI Description 


(Y14573) putative ribophorin 


Seq. No. 


227444 


Seq. ID 


LIB318 9-033-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3947719 


BLAST score 


249 


E value 


3.0e-21 


Match length 


53 


% identity 


92 


NCBI Description 


(AJ012653) ribosomal protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_3947721_einb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

227445 

LIB3189-033-P1-K1-F5 

BLASTX 

gl419088 

651 

2.0e-68 

147 

82 



32476 



NCBI Description 



(Z71395) calreticulin [Nicotiana pluinbaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2274 4 6 

LIB318 9-033-P1-K1-F6 

BLASTX 

gl899188 

448 

l.Oe-44 

138 

24 

(U90212) DNA binding protein ACBF [Nicotiana tabacum] 
227447 

LIB3189-033-P1-K1-F7 

BLASTX 

gl33939 

455 

2.0e-45 

101 

85 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70865_pir R3NT3 

ribosomal protein S3 - common tobacco chloroplast 
>gi_11865_emb_CAA77381_ (Z00044) ribosomal protein S3 

[Nicotiana tabacum] >gi_225235_prf 1211235BT ribosomal 

protein S3 [Nicotiana tabacum] 

227448 

LIB318 9-033-P1-K1-G11 

BLASTX 

gl36636 

252 

l.Oe-21 

71 

70 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C . 6 . 3 . 2 . 19) >gi_29818 94_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



227449 

LIB318 9-033-P1-K1-G12 

BLASTX 

g4467151 

342 

3.0e-32 

130 

52 

(AL035540) putative protein [Arabidopsis thaliana] 
227450 

LIB3189-033-P1-K1-G4 
BLASTX 



32477 



NCBI GI 


g4158232 


BLAST score 


284 


E value 


9.0e-26 


Match length 


65 


% identity 


88 . • 


NCBI Description 


(Y18626) reversibly glycosylated polypeptide [Triticum 




aestivum] 


Seq. No. 


227451 


Seq. ID 


LIB3189-033-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


641 


E value 


3.0e-67 


Match length 


120 


% identity 


97 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 




tubulin alpha chain - Arabidopsis thaliana >gi 166914 




(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 




(M84697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


227452 


Seq. ID 


LIB3189-033-P1-K1-G7 


Method 


BLASTX 


NCBI GI ' 


g2369714 


BLAST score 


583 


E value 


2.0e-60 


Match length 


- 128 


% identity 


84 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


227453 


Seq. ID 


LIB3189-033-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


189 


E value 


3.0e-14 


Match length 


88 


% identity 


43 


NCBI Description 


(AB013289) Bd 30K [Glycine max] 


Seq. No. 


227454 


Seq. ID 


LIB3189-033-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


404 


E value 


l.Oe-39 


Match length 


112 


% identity 


72 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


227455 


Seq. ID 


LIB3189-033-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g30'96947 


BLAST score 


199 


E value 


l.Oe-16 



32478 





Match length 


92 




% identity 


52 




NCBI Description 


'(Y16327) putative cyclic nucleotide-regulated ion channel 






[Arabidopsis thaliana] 




Seq. No. 


227456 




Seq. ID 


LIB318 9-033-P1-K1-H12 




Method 


BLASTX 




MOOT r^T 


/o4 /4b 




BLAST score 


385 




E value 


2.0e-37 




Match length 


97 




% identity 


70 




NCBI Description 


(U85448) sucrose-phosphate synthase [Actinidia deliciosa] 




Seq. No. 


227457 




Seq. ID 


LIB318 9-033-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


gjlo4zol 


. 


BLAST score 


252 




E value 


l.Oe-21 




Match length 


70 


ffl 


% identity 


67 




NCBI Description 


{AC004136) putative cytochrome P450 [Arabidopsis thaliana] 




Seq. No. 


227458 




Seq. ID 


LIB318 9-033-P1-K1-H3 ' 


tr " 


Method 


BLASTX 




NCBI GI 


g2738yo2 




BLAST score 


180 




E value 


3.0e-13 




Match length 


57 




% identity 


58 


o 


NCBI Description 


(AF022157) CYP71A10 [Glycine max] 




Seq. No. 


227459 




Seq. ID 


LIB3189-Q33-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


gl843527 




BLAST score 


477 




E value 


5.0e-48 




Match length 


129 




% identity 


78 




NCBI Description 


(U73747) annexin [Gossypium hirsutum] 




Seq. No. 


227460 




Seq. ID 


LIB318 9-033-P1-K1-H6 




Method 


BLASTX 




NCBI GI 


g2811278 




BLAST score 


445 




E value 


2.0e-44 




Match length 


123 




% identity 


71 




NCBI Description 


{AF043284) expansin [Gossypium hirsutum] 




Seq. No. 


227461 




Seq. ID 


LIB3189-033-P1-K1-H8 



3247-9 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2586127 

329 

8.0e-31 

106 

61 

(U89510) 



b-keto acyl reductase [Hordeum vulgare] 



227462 

LIB3189-033-P1-K1-H9 

BLASTX 

g461736 

541 

l.Oe-55 

125 

86 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 

>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_1254 6_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp.] 



Seq. No. 


227463 


Seq. ID 


LIB3189-034-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2271477 - 


BLAST score 


375 


E value 


5.0e-36 


Match length 


100 


% identity 


75 


NCBI Description 


(AF009631) AP47/50p 


Seq. No. 


227464 


Seq. ID 


LIB318 9-034-P1-K1-A1: 


Method 


BLASTX 


NCBI. GI 


gl723176 


BLAST score 


193 


E value- 


l.Oe-14 


Match length 


113 


% identity 


42 


NCBI Description 


HYPOTHETICAL 22.4 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



>gi_1001617_dbj_BAA10348_ (D64002) transmembrane protein 
FT27 [Synechocystis sp.] >gi_1256592 (U38892) similar to 
Mus musculus transmembrane protein (clone pFT27); Method: 
conceptual translation supplied by author; ORF206 
[Synechocystis. sp.] 

227465 

LIB318 9-034-P1-K1-A12 

BLASTX 

gll2717 

251 

2.0e-21 

94 

49 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ {X52395) precursor polypeptide (AA 



32480 



-22 to 171) [Daucus carota] 



Seq. No. 


227466 


Seq. ID 


LIB3 18 9-034 -P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl914683 


BLAST score 


292 


E value 


2.0e-26 


Match length 


78 


% identity 


73 


NCBI Description 


(Y12013) RAD23, isoform I [Daucus carota] 


Seq. No. 


227467 


Seq. ID 


LIBolo y-0 J4-Pl-Kl-Ai 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


434 


E value 


5.0e-43 


Match length 


119 


% identity 


73 


NCBI Description 


(U73466) MipC [Mesembryanthemum crystallinum] 


Seq. No. 


2274 68 


Seq. ID 


LIB3189-034-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl32866 


BLAST score 


477 


E value 


6.0e-48 


Match length 


94 


% identity 


94 


NCBI Description 


CHLOROPLAST 503 RIBOSOMAL PROTEIN L2 >gi_71086_pir R5NT2 




ribosomal protein L2 - common tobacco chloroplast 




>gi 435269 emb CAA77384 (Z00044) ribosomal protein L2 




[Nicotiana tabacum] >gi_1223691_emb_CAA77409_ (Z00044) 




ribosomal protein L2 [Nicotiana tabacum] 




>gi_225238_prf 1211235BW ribosomal protein L2 [Nicotiana 




tabacum] 


Seq. No. 


227469 


Seq. ID 


LIB3189-034-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2982297 


BLAST score 


480 


E value 


2.0e-48 


Match length 


107 


% identity 


87 


NCBI Description 


(AF051233) KIAA0107-like protein [Picea mariana] 


Seq. No. 


227470 


Seq. ID 


LIB3189-034-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g71634 


BLAST score 


689 


E value 


8.0e-73 


Match length 


136 


% identity 


97 


NCBI Description 


actin 1 - rice 



32481 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227471 

LIB318 9-034-P1-K1-B2 

BLASTX 

g2129739 

376 

2.0e-36 

82 

91 

shaggy-like kinase etha - Arabidopsis thaliana 
>gi_1161512_emb_CAA64 4 09_ (X94939) shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627516_einb_CAA70144_ (Y08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 

227472 

LIB3189-034-P1-K1-B5 

BLASTX 

gl25051 

431 

l.Oe-42 

110 

76 

ISOVALERYL-COA DEHYDROGENASE PRECURSOR (IVD) 

>gi_88038_pir ^A37033 isovaleryl-CoA dehydrogenase (EC, 

1.3.99.10) precursor - human >gi_306897 (M34192) 
isovaleryl-coA dehydrogenase (IVD) [Homo sapiens] 
>gi_4504799_ref_NP_002216. l_pIVD_ isovaleryl Coenzyme A 
dehydrogenase 



Seq. No. 


227473 


Seq. ID 


LIB318 9-034-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


555 


E value 


4.0e-57 


Match length 


141 


% identity 


74 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


227474 


Seq. ID 


LIB318 9-034-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3876865 


BLAST score 


161 


E value 


7.0e-ll 


Match length 


73 


% identity 


40 


NCBI Description 


(Z81534) predicted using Genefinder; cDNA 



comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

Seq. No. 227475 

Seq. ID LIB3189-034-P1-K1-C2 

Method BLASTX 

NCBI GI g3913633 

BLAST score 176 



32482 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



6.0e-13 
43 

84 ' : . 

HYPOTHETICAL PROTEIN F8A5.25 >gi_24 62742 (AC0b2292) Unknown 
protein [Arabidopsis thaliana] 

227476 

LIB3189-034-P1-K1-D1 

BLASTX 

g832876 

629 

8.0e-66 

140 

88 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

227477 

LIB3189-034-P1-K1-D10 

BLASTX 

g2431769 

270 

l.Oe-23 

112 

54 

(U62752) acidic ribosomal protein Pla [Zea mays] 
227478 

LIB318 9-034-P1-K1-D12 

BLASTX 

g2244786 

202 

4.0e-28 

104 

47 

{Z97335) ribonucleoprotein homolog [Arabidopsis thaliana] 
227479 

LIB3189-034-P1-K1-D5 

BLASTX 

g2129499 

783 

8.0e-84 

156 

94 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6 [Gossypium hirsutum] 

227480 

LIB3189-034-P1-K1-D6 

BLASTX 

g4115934 

604 

8.0e-63 

133 

81 



32483 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB : AE000850) 
[Arabidopsis thaliana] 

227481 

LIB318 9-034-P1-K1-D7 

BLASTX 

g2244736 

706 

8.0e-75 

134 

96 

(D88415) expansin [Gossypium hirsutum] 
227482 

LIB318 9-034-P1-K1-D8 

BLASTX 

g4510354 

261 

l.Oe-22 

132 

48 

(AC006921) unknown protein [Arabidopsis thaliana] 
227483 

LIB3189-034-P1-K1-E10 

BLASTX 

g3024657 

380 

l.Oe-36 

112 

68 

PROTEIN TE^NSLATION FACTOR. SUIl HOMOLOG (G0S2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; G0S2 
[Zea mays] 

227484 

LIB3189-034-P1-K1-E2 

BLASTX 

g2119014 

163 

4 .Oe-11 

32 

100 

histone H3 - African clawed frog (fragment) >gi_214274 
(M21286) histone H3 [Xenopus laevis] 

227485 

LIB3189-034-P1-K1-E4 

BLASTX 

g462195 

195 

6.0e-15 

107 

47 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 
>gi_100682_pir S21636 G0S2 protein - rice 



32484 



>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227486 

LIB3189-034-P1-K1-E8 

BLASTX 

g231660 

412 

9.0e-49 

147 

71 

HYPOTHETICAL 226 KD PROTEIN 



(ORE 1901) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227487 

LIB3189-034-P1-K1-E9 

BLASTX 

g532530 

475 

7.0e-48 

109 

75 

(U07953) l-aminocyclopropane-l-carboxylate oxidase 

[Pelargonium hortorum] >gi_1093803_prf 2104412A 

aminocyclopropane carboxylate oxidase [Pelargonium 
hortorum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



227488 

LIB3189 

BLASTX 

g406375 

201 

l.Oe-15 

133 • 
29 

(AC0058 
>gi_451 
protein 



-034-Pl-Kl-Fl 



51) putative white protein [Arabidopsis thaliana] 
0409_gb_AAD21495.1_ (AC006929) putative white 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227489 

LIB3189-034-P1-K1-F11 

BLASTX 

g3983663 

160 

5,0e-ll 

54 

56 

(AB01127 0) import in-betal 



[Oryza sativa] 



Seq. No. 227490 

Seq. ID LIB3189-034-P1-K1-F12 

Method BLASTX 

NCBI GI gl872521 

BLAST score 507 

E value 2.0e-51 

Match length 132 

% identity 71 



32485 



NCBI Description 



(U87833) zinc- finger 
>gi_1872523 (U87.834) 
thaliana] - . 



protein Lsdl [Arabidopsis 
zinc-finger protein Lsdl 



thaliana] 
[Arabidopsis 



Seq. No. 


227491 


Seq. ID 


LIB318 9-034-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4539422 


BLAST score 


490 


E value 


2.0e-49 


Match length 


140 


% identity 


70 


NCBI Description 


(AL049171) putative protein [Arabidopsis thaliana] 


Seq. No. 


227492 


Seq. ID 


LIB318 9-034-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3421090 


BLAST score 


140 


E value 


l.Oe-19 


Match length 


91 


% identity 


62 


NCBI Description 


■(AF043525) 20S proteasome subunit PAE2 [Arabidopsi, 




thaliana] 


Seq. No. 


227493 


Seq. ID 


LIB318 9-034-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gll70509 


BLAST score 


576 


E value 


9.0e-60 


Match length 


119 


% identity 


95 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 



>gi_478306_pir JN0839 translation initiation factor eIF-4A 

- wheat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227494 

LIB318 9-034-P1-K1-F9 

BLASTX 

g3152565 

177 

9.0e-13 

80 

57 

(AC002986) 'EST gb_N65759 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



227495 

LIB3189-034-P1-K1-G1 

BLASTX 

gll07526 

368 

3.0e-35 

115 

63 

(X87931) SIEPIL protein [Beta vulgaris] 



32486 



Seq. No. 


227496 


Seq. ID 


LIB3189-034 


Method - . 


BLASTX 


NCBI GI 


g2791834 


BLAST score 


584 


E value 


l.Oe-60 


Match length 


116 


% identity 


97 


NCBI Description 


{AF041463) 


Seq. No. 


227497 


Seq. ID 


LIB3189-034 


Method 


BLASTX 


NCBI GI 


g2979555 


BLAST score 


160 


E value 


8.0e-ll 


Match length 


111 


% identity 


32 


NCBI Description 


{AC003680) 


Seq. No. 


227498 


Seq. ID 


LIB3189-034 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


245 


E value 


6.0e-21 


Match length 


62 


% identity 


79 


NCBI Description 


60S ACIDIC : 




{X78213) 60; 




argentatum] 


Seq. No. 


227499 


Seq. ID 


LIB3189-034- 


Method 


BLASTX 


NCBI GI 


gl279588 


BLAST score 


437 


E value 


3.0e-43 


Match length 


129 


% identity 


65 



1-alpha [Manihot esculenta] 



NCBI Description 



(Z71749) glutathione S-transf erase [Nicotiana 
plumbaginifolia] 



Seq. No. 227500 

Seq. ID LIB3189-034-P1-K1-G7 

Method BLASTX 

NCBI GI g2995384 

BLAST score 122 

E value 6.0e-15 

Match length 57 

% identity 52 

NCBI Description {AJ00481Q) cytochrome P450 monooxygenase [Zea mays] 

Seq. No. 227501 

Seq. ID LIB3189-034-P1-K1-G8 

Method BLASTX 



32487 



NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl209756 
396 

l.Oe-38 

101 

85 

(U43629) integral membrane protein [Beta vulgaris] 
227502 

LIB318 9-034 -Pl-Kl-HlO 

BLASTX 

g2160151 

195 

l.Oe-15 
64 

"58 

(AC000375) Strong similarity to Brassica aspartic prote 
(gb_X77260) . [Arabidopsis thaliana] 

2275.03 

LIB318 9-034-P1-K1-H2 

BLASTX 

g294845 

552 

l.Oe-56 

152 

70 

{L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 

Seq. No. 
Seq. ID ■ 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227504 

LIB318 9-034-P1-K1-H3 

BLASTX 

g2062175 

578 

7.0e-60 

141 

82 

{AC001645) hypothetical protein [Arabidopsis thaliana] 
227505 

LIB318 9-034-P1-K1-H4 

BLASTX 

g3036807 

442 

8.0e-44 

142 

62 

(AL022373) putative protein [Arabidopsis thaliana] 
227506 

LIB318 9-034-P1-K1-H6 

BLASTX 

g3493172 

181 

6.0e-14 

67 

60 



32488 



NCBI Description 



(U89609) fiber annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227507 

LIB3189-034-P1-K1-H7 

BLASTX 

g266945 

550 

2.0e-56 

131 

84 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_enib_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_127 964 5_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227508 

LIB3189-034-P1-K1-H8 

BLASTX 

gl785488 

215 

3.0e-17 

120 

37 

(D14590) flavonoid 3 5 ' -hydroxylase [Campanula medium] 
227509 

LIB3189-034-P1-K1-H9 

BLASTX 

g2497743 

606 

5.0e-63 

120 
97 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 

227510 

LIB3189-035-P1-K1-A1 

BLASTX 

g4056497 

210 

7.0e-17 

85 

59 

(AC005896) putative histone H2B [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227511 

LIB3189-035-P1-K1-A11 

BLASTX 

g4262154 

496 

3.0e-50 

135 

76 



32489 



NCBI Description 



(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 





o o T c 1 o 


Seq. ID 


LIB3189-035-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4027897 


BLAST score 


108 


E value 


2.0e-12 


Match length 


67 


% identity 


66 


NCBI Description 


{AF04 9353) alpha-exp; 


Seq. No. 


227513 


Seq. ID 


LIB3189-035-P1-K1-A5 


Method 




NCBI GI 


g464775 


BLAST score 


247 


E value 


4.0e-21 


Match length 


115 


% identity 


55 


NCBI Description 


SUPEROXIDE DISMUTASE 




superoxide dismutase 




superoxide dismutase 


Seq. No. 


227514 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB318 9-035-P1-K1-B10 

BLASTX 

g4539307 

155 

l.Oe-10 

69 

49 

(AL04 9480) putative acidic ribosomal protein [Arabidopsis 
thaliana] 

227515 

LIB3189-035-P1-K1-B2 

BLASTX 

g2781357 

302 

8.0e-32 

107 

67 

(AC003113) F2401.13 [Arabidopsis thaliana] 
227516 

LIB3189-035-P1-K1-C1 

BLASTX 

g2462925 

644 

l.Oe-67 

140 

89 

(AJ000053) GTP cyclohydrolase II / " 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 



32490 



Seq. No. 


227517 


Seq. ID 


LIB3189-035-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl25887 


BLAST score 


198 


E value 


3 , Oe-15 


Match length 


100 


% identity 


46 


NCBI Description 


ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 




>gi 82092 pir S04765 LAT52 protein precursor - tomato 




>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 




esculentum] 


Seq. No. 


227518 


Seq. ID 


LIB3189-035-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3650032 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


66 


% identity 


58 


NCBI Description 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Seq. No. 


227519 


Seq. ID 


LIB3189-035-P1-K1-D12 . 


Method 


BLASTX 


NCBI GI 


g3193301 


BLAST score 


276 


E value 


l.Oe-25 


Match length 


100 


% identity 


60 


NCBI Description 


(AF069298) Arabidopsis putative chloroplast outer enve 




86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 




thaliana] 


Seq. No. 


227520 


Seq. ID 


LIB3189-035-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4510378 


BLAST score 


214 


E value 


4.0e-17 


Match length 


77 


% identity 


51 


NCBI Description 


(AC007017) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


227521 


Seq. ID 


LIB318 9-035-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4567251 


BLAST score 


560 


E value 


l.Oe-57 


Match length 


141 


% identity 


70 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 



32491 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227522 

LIB3189-035-P1-K1-D4 

BLASTX 

g2281115 

558 

2.0e-57 

136 

74 

{AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 227523 

Seq. ID LIB3189-035-P1-K1-D5 

Method BLASTX 

NCBI GI g886401 

BLAST score 204 

E value 5.0e-16 

Match length 72 

% identity 54 

NCBI Description (L37526) MADS box protein [Oryza sativa] 

Seq. No. 227524 

Seq. ID LIB3189-035-P1-K1-D6 

Method ' BLASTX 

NCBI GI g4467125 

BLAST score 4 95 

E value 2.0e-53 

Match length 142 

% identity 74 

NCBI Description (AL035538) putative protein [Arabidopsis thaliana] 



Seq. No. 


227525 


Seq. ID 


LIB318 9-035-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4559346 


BLAST score 


421 


E value 


2.0e-41 


Match length 


131 


% identity 


56 • 


NCBI Description 


(AC006585) early nodulin 16 [Arabidopsis thaliana] 


Seq. No. 


227526 


Seq. ID 


LIB318 9-035-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3334138 


BLAST score 


382 


E value 


6,0e-37 


Match length 


88 


% identity 


77 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) cal 




[Glycine max] 


Seq. No. 


227527 


Seq. ID ■ 


LIB3189-035-P1-K1-E9 . 


Method * 


BLASTX 


NCBI GI 


gl617274 


BLAST score 


301 



324 92 



E value 


'2.0e-27 


Match" length 


111 


% identity 


60 


NCBI Description 


(Z72152) AMP-binding protein [Brassica napus] 


Seq. No. 


227528 


Seq. ID 


LIB3189-b35-Pl-Kl-F10 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


512 


E value 


4 .Oe-52 


Match length 


118 


% identity 


86 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


227529 


Seq. ID 


LIB3189-035-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl449179 


BLAST score 


202 


E value 


6.0e-16 


Match length 


62 


% identity 


58 


NCBI Description 


(D8 6506) N-ethylmaleimide sensitive fusion protein 




[Nicotiana tabacum] 


Seq. No. 


227530 


Seq. ID 


LIB318 9-035-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4454014 


BLAST score 


186 


E value 


6.0e-14 


Match length 


122 


% identity 


34 


NCBI Description 


{AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


227531 


Seq. "id 


LIB318 9-035-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2702281 


BLAST score 


302 


E value 


6.0e-33 


Match length 


101 


% identity 


44 


NCBI Description 


(AC003033) putative protein disulfide isomerase pr^ 




[Arabidopsis thaliana] 


Seq. No. 


227532 


Seq. ID 


LIB3189-035-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2702281 


BLAST score 


157 


E value 


7.0e-ll 


Match 'length 


55 


% identity 


64 



NCBI Description {AC003033) putative protein disulfide isomerase precursor 

[Arabidopsis thaliana] 



32493 



Seq. No. 


227533 


Seq. ID 


LIB3189-035-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2497753 


BLAST score 


232 


E value 


2.0e-19 


Match length 


117 


% identity 


44 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 




>gi_l 32 1 9 1 5_emb_CAA65 4 7 7_ 




[Prunus dulcis] 


Seq. No. 


227534 


Seq. ID 


LIB318 9-035-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g54 1951 


BLAST score 


308 


E value 


3.0e-28 


Match length 


107 


% identity 


57 


NCBI Description 


SPCP2 protein - soybean >g: 




[Glycine max] 


Seq. No. 


227535 


Seq. ID 


LIB318 9-035-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


455 


E value 


2.0e-45 


Match length 


111 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


227536 


Seq. ID 


LIB318 9-036-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2497743 


BLAST score 


600 


E value 


2.0e-62 


Match length 


120 


% identity 


97 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 




>gi_999315_bbs_166991 (S78: 




[Gossypium hirsutum=cotton^ 




[Gossypium hirsutum] 


Seq. No. 


227537 


Seq. ID 


LIB318 9-036-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3927838 


BLAST score 


224 


E value 


2.0e-18 


Match length 


68 


% identity 


68 


NCBI Description 


(AC005727) unknown protein 



PROTEIN 3 PRECURSOR (LTP 3) 
;X96716) lipid transfer protein 



(L12258) ,.nodulin-26 



32494 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



227538 

LIB3189-036-P1-K1-A2 

BLASTX 

g3328240 

313 

9.0e-29 

92 

62 

(AF064775) early nodule-specific protein [Medicago 
truncatula] 

227539 

LIB3189-036-P1-K1-A6 

BLASTX 

g2738949 

537 

4.0e-55 

112 

89 

(AF022213) cytosolic ascorbate peroxidase [Fragaria 
ananassa] 



227540 

LIB3189-036-P1-K1-B6 

BLASTX 

gl843527 

671 

9.0e-71 
. 138 
54 

(U73747) annexin [Gossypium hirsutum] 
227541 

LIB318 9-036-P1-K1-B7 
. BLASTX 
. g3420055 

504 ^■ 

4.0e-51 

120 

80 

(AGO 04 680) cyclophilin [Arabidopsis thaliana] 
227542 

LIB3189-036-P1-K1-B8 

BLASTX 

g3153902 

426 

4.0e-42 

107 

79 

(AF066076) 14-3-3-like protein [Helianthus annuus] 
227543 

LIB3189-036-P1-K1-C1 

BLASTX 

g3004560 

259 



32495 



E value 


2.0e-22 


Match length 


75 


% identity 


68 


NCBI Description 


(AC003673) putative ATP : 




thaliana] 


Seq. No. 


227544 


Seq. ID 


LIB318 9-036-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3152606 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


81 


% identity 


77 


NCBI Description 


'(AC004482) putative ring 




thaliana] 


Seq. No. 


227545 


Seq. ID 


LIB318 9-036-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


630 


E value 


6.0e-66 


Match length 


ITT 
11 / 


% identity 


99 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 < 




tubulin alpha chain - Ar; 




{M84696) apha-2 tubulin 




(M84697) alpha-4 tubulin 


Seq. No. 


227546 


Seq. ID 


LIB3189-036-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g391582 6 


BLAST score 


538 


E value 


4.0e-55 


Match length 


135 


% identity 


74 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


227547 


Seq. ID 


LIB3189-036-P1-K1-C7 


Method 


BLASTX ■ 


M D T C T 


gzoz y y Uo 


BLAST score 


511 


E value 


6.0e-52 


Match length 


158 


% identity 


68 


NCBI Description 


(AC002311) unknown prote: 


Seq. No. 


227548 


Seq. ID 


LIB3189-036-P1-K1-C8 


Method 


BLASTX 


NCBI GI- 


g3688170 


BLAST score 


185 


E value 


9.0e-14 


Match length 


100 



_JQ1594 

L_166914 

I >gi_166916 



32496 



% identity 


4 6 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


Seq. No'. 


227549 


Seq. ID 


LIB318 9-036-P1-K1-C9 


Method 


BLASTX 


NCBI bl 


g^D/OSlo 


BLAST score 


365 


E value 


7.0e-35 


Match length 


119 


% identity 


60 


NCBI Description 


(AF022740) glycolate oxidase [Oryza sativa] 


Seq. No. 


227550 


Seq. ID 


LIB318 9-036-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g214 9380 


BLAST score 


320 


E value 


9.0e-30 


Match length 


96 


% identity 


67 


NCBI Description 


{U85036) syntaxin homolog [Arabidopsis thaliana] 


Seq. No. 


227551 ■ 


Seq. ID 


LIB318 9-036-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2119934 


BLAST score 


545 


E value 


6.0e-56 


Match length 


115 


% identity 


90 


NCBI Description 


translation initiation factor eIF-4A.7 - common tobacco 


Seq. No. 


227552 


Seq. ID 


LIB318 9-036-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g26'7069 


BLAST score 


676 


E value 


3.0e-71 


Match length 


126 


% identity 


99 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 




tubulin alpha chain - Arabidopsis thaliana >gi_166914 




(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_1669: 




(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


227553, 


Seq. ID 


LIB318 9-036-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


695 


E value 


l.Oe-73 ■- 


Match length 


127 


% identity 


98 



NCBI Description- GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA66048 

(X97380) atran2 [Arabidopsis thaliana] 



32497 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227554 

LIB3189-036-P1-K1-E6 

BLASTX 

g3688170 

180 

3.0e-13 

107 

44 

{AL031804) putative protein [Arabidopsis thaliana] 
227555 

LIB3189-036-P1-K1-E8 

BLASTX 

g417103 

676 

3.0e-71 

136 

99 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_einb_CAA42 957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ {X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
{U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone^ 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ {X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 {AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ {AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4 0384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227556 

LIB318 9-036-P1-K1-E9 

BLASTX 

g4126473 

698 

6.0e-74 

134 

100 

{AB014884) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI 51 
BLAST score 
E value 
Match length 
% identity 



227557 

LIB3189-036-P1-K1-F11 

BLASTX 

g2191130 

210 

l.Oe-16 

144 

40 



32498 



NCBI Description (AF007269) A_IG0,Q2N01 . 7 gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227558 

LIB3189-036-P1-K1-F12 

BLASTX 

gl785621 

263 

6.0e-23 

136 

43 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi_2465927 
(AF024650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_4249408 {AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 





Seq, No. 


227559 




Seq. ID 


LIB3189-036-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g3668089 




BLAST score 


212 




E value 


6. Oe-17 




Match length 


78 


m 


% identity 


47 




NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 




Seq. No. 


227560 




Seq. ID 


LIB318 9-036-P1-K1-F5 


fn 


Method 


BLASTX 




NCBI GI 


g2271477 


Ljl 
i — 


BLAST score 


305 




E value 


6.0e-28 




Match lenath 


62 




% identitv 


94 




NCBI Description 


{AF009631) AP47/50p [Arabidopsis thaliana] 




Seq. No. 


227561 




Seq. ID 


LIB318 9-036-P1-K1-F7 




Method 


BLASTX 




NCBI GI 


g2497743 




BLAST score 


555 




E value 


3.0e-57 




Match length 


113 




% identity 


96 




NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 






>gi_999315_bbs_166991 (S78173) LTP-lipid transfer ; 






[Gossypiuiti hirsutum-cotton, fiber, Peptide, 120 aa 






[Gossypium hirsutum] 




Seq. No. 


227562 




Seq. ID 


LIB318 9-036-P1-K1-G1 




Method 


BLASTX 




NCBI GI 


gl800281 




BLAST score 


556 




E- value 


3.0e-57 




Match length 


117 




% identity 


21 




NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 



32499 



Seq. No. 


227563 


Seq, ID 


,.LIB3189-036-Pl-Kl-G12 


Method 


BLASTX 


NCBI GI 


g2894378 


BLAST score 


249 


E value 


3.0e-21 


Match length 


126 


% identity 


44 


NCBI Description 


(Y14573) putative ribophorin I homologue [Hordeum vulgare] 


Seq. No. 


227564 


Seq. ID 


LIB3189-036-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2088652 


BLAST score 


544 


E value 


7 . Oe-56 


Match length 


129 


% identity 


78 


NCBI Description 


(AF002109) 26S proteasome regulatory subunit S12 isolog 




[Arabidopsis thaliana] >gi_2351376 (U54561) translation 




initiation factor eIF2 p47 subunit homolog [Arabidopsis 




thaliana] 


Seq. No. 


227565 


Seq. ID 


LIB3189-036-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4263779 


BLAST score 


265 


E value 


4.0e-23 


Match length 


85 


% identity 


62 


NCBI Description 


{AC006068) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


227566 


Seq. ID 


LIB318 9-036-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3603401 


BLAST score 


370 


E value 


l.Oe-35 


Match length 


100 


% identity 


69 


NCBI Description 


{AF083333) cinnamyl-alcohol dehydrogenase [Medicago sativa 


Seq. No. 


227567 


Seq. ID 


LIB318 9-036-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


548 


E value 


2. Oe-56 


Match length 


137 


% identity 


82 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S14 {CLONE MCH2) 




>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) - 




maize 


Seq. No. 


227568 



32500 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-036-P1-K1-H10 

BLASTX 

g2129499 

437 

3.0e-43 

139 

64 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

227569 

LIB318 9-036-P1-K1-H3 

BLASTX 

g3023945 

510 

7.0e-52 

103 
91 

HISTONE DEACETYLASE (HD) >gi_2318131 (AF014824) histone 
deacetylase [Arabidopsis thaliana] 

227570 

LIB318 9-036-P1-K1-H4 

BLASTX 

gll74867 

336 

l.Oe-31 

72 

88 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi_633687_eiTib_CAA55862_ (X7 9275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

>gi_1094912__prf 2107179A cytochrome c 

oxidase :SUBUNIT=8.2kD [Solanum tuberosum] 

227571 . 

LIB318 9-036-P1-K1-H8 

BLASTX 

g2801448 

306 

3.0e-28 

74 

73 

(AF028341) ubiquitin-conjugating enzyme 18 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227572 

LIB3189-036-P1-K1-H9 

BLASTX 

g4512653 

479 

3.0e-4 8 

113 

57 

(AC007048) unknown protein [Arabidopsis thaliana] 



32501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227573 

LIB3189-037-P1-K1-A10 

BLASTX 

g4138137 

291 

8.0e-27 

58 

84 

(AJ012796) ss-galactosidase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
g NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



227574 

LIB318 9-037-P1-K1-A3 

BLASTX 

gl053047 

416 

4.0e-41 

86 

97 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 {U38427) histone H3 
[Glycine max] 

227575 

LIB3189-037-P1-K1-B10 " 

BLASTX 

g2129946 

327 

4.0e-39 

87 

98 

ADP-ribosylation factor homolog GTP-binding protein NTGBl 
common tobacco (fragment) >gi_1184987 (U46927) NTGBl 
[Nicotiana tabacum] 

227576 

LIB3189-037-P1-K1-B11 

BLASTX 

g4512699 

278 

5.0e-25 

91 

68 

(AC006569) putative NADH-ubiquinone oxireductase 
[Arabidopsis thaliana] 

227577 

LIB318 9-037-P1-K1-B12 

BLASTX 

g2262103 

258 

2.0e-22 

109 

54 

(AC002343) unknown protein [Arabidopsis thalianai] 
227578 

LIB3189-037-P1-K1-B8 



32502 



Method < 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl67367 

470 

3.0e-47 

113 

81 

(L08199) peroxidase 



[Gossypium hirsutuin] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227579 

LIB3189-037-P1-K1-C10 

BLASTX 

g2764941 

230 

4 .Oe-19 

85 

41 

(X98255) transcriptionally stimulated by gibberellins ; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 





Seq. No. 


227580 




Seq. ID 


LIB318 9-037-P1-K1-C12 




Method 


BLASTX 




NCBI GI 


g2832717 




BLAST score 


314 




E value 


2.0e-29 




Match length*^ 


70 




% identity 


83 




NCBI Description 


(AJ003114) alkaline/neutral invertase [Lolium temulentum] 


M= 


Seq. No. 


227581 




Seq. ID 


LIB318 9-037-P1-K1-D10 


: s 


Method 


BLASTX 


□ 


NCBI GI 


g2677828 




BLAST score 


393 


B 


E value 


3.0e-38 


Match length 


117 




% identity 


66 




NCBI Description 


{U93166) cysteine protease [Prunus armeniaca] 



Seq. No. 227582 

Seq. ID LIB3189-037-P1-K1-D5 

Method BLASTX 

NCBI GI g3395427 

BLAST score 18 6 

E value 4.0e-14 

Match length 101 

% identity 45 

NCBI Description (AC004683) unknown protein [Arabidopsis thaliana] 

Seq. No. 227583 

Seq. ID LIB3189-037-P1-K1-D6 

Method BLASTX 

NCBI GI g4098331 

BLAST score 161 

E value l.Oe-11 

Match length 41 



32503 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(U76896) beta-tubulin..5 [Triticuin aestivum] 



227584 

LIB3189-037-P1-K1-D7 
BLASTX 
.gl703375 
182 

8.0e-14 

40 

95 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_9654 83_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
^Seq.' ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227585 

LIB3189-037-P1-K1-F1 

BLASTX 

g417154 

208 

6.0e-17 

43 

93 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
{HSP82) [Oryza sativa] 

227586 

LIB3189-037-P1-K1-G11 

BLASTX 

g2829204 

322 

9.0e-30 

85 

82 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 

227587 

LIB3189-037-P1-K1-G2 

BLASTX 

g4519507 

264 

2.0e-28 

91 

77 

(D88434) protein abundantly expressed during apple fruit 
development [Malus domestical 

227588 

LIB3189-037-P1-K1-G4 

BLASTX 

g466172 

195 

3.0e-15 

37 

100 



32504 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Ql 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GTP-BINDING PROTEIN YPTM2 >gi_283056_pir B38202 ypt family 

- maize >gi_287835_emb_CAA4 4 919_ (X63278) yptm2 [Zea mays] 

227589 

LIB3189-037-P1-K1-G6 

BLASTX 

g2829204 

373 

4 .Oe-36 

81 

88 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 

227590 

LIB3189-037-P1-K1-G8 

BLASTX 

g2511598 

139 

9.0e-09 

35 

69 

{Y13696) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] 

227591 

LIB3189-037-P1-K1-H8 

BLASTX 

g2435518 

220 

8.0e-18 

114 

38 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

227592 

LIB3189-039-P1-K1-A11 

BLASTX 

g3023816 

337 

9.0e-32 

76 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968 996 (U3167 6) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

227593 

LIB318 9-039-P1-K1-A3 

BLASTX 

g4102600 

14 9 

2.0e-09 

57 

58 

{AF0134 67) ARF6 [Arabidopsis thaliana] 



32505 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227594 

LIB318 9-039-P1-K1-A5 

BLASTX 

g2493895 

571 

6.0e-59 

129 

88 

CYSTEINE SYNTHASE (0-ACETYLSERINE SULFHYDRYLASE) 
(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi_540497_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 



Seq. No. 


227595 


Seq. ID 


LIB3189-039-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl848212 


BLAST score 


435 


E value 


3.0e-43 


Match length 


83 


% identity 


47 


NCBI Description 


(Y11209) protein disulf ide-isomerase precursor [Nicot. 




tabacum] 


Seq. No. 


227596 


Seq. ID 


LIB3189-039-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2190494 


BLAST score 


256 


E value 


4 .Oe-22 


Match length 


52 


% identity 


98 


NCBI Description 


(Y13646) cyclin dependent kxnase [Petunia x hybrida] 


Seq.' No. 


227597 


Seq. ID 


LIB318 9-039-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


425 


E value 


4 .Oe-42 


Match length 


109 


% identity 


70 


NCBI Description 


(AF082347) C13 endopeptidase NPl precursor [Zea mays] 


Seq. No. 


227598 


Seq. ID 


LIB318 9-039-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


667 


E- value 


3.0e-70 


Match length 


143 


% identity 


46 


NCBI Description 


(AC004260) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


227599 



.32506 





Seq. ID 


LIB3189-039-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g2505940 




BLAST score 


554 




E value 


5.0e-57 




Match length 


130 




% identity 


82 




NCBI Description 


(Y13071) 26S proteasome, non-ATPase subunit [Mus musculus] 




Seq. No, 


227600 




Seq. ID 


LIB318 9-039-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


g^4 DZ 3Z3 




BLAST score 


441 




E value 


6.0e-4 4 




Match length 


119 




% identity 


67 




NCBI Description 


(yi2295) glutathione transferase [Arabidopsis thaliana] 




Seq. No. 


227601 




Seq. ID 


LIB3189-039-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g2462929 




BLAST score 


305 


J™ 


E;. value 


4.0e-28 




Match length 


99 




% identity 


55 




NCBI Description 


{yi2295) glutathione transferase [Arabidopsis thaliana] 


a 


Seq. No. 


227602 


J 


Seq. ID 


LIB3189-039-P1-K1-B4 




Method 


BLASTX 


H 


NCBI GI 


g4567226 




BLAST score 


189 


D 


E value 


4,0e-14 




Match length 


73 




% identity 


55 = 




NCBI Description 


{AC007119) . unknown protein [Arabidopsis thaliana] 




Seq. No. 


227603 




Seq. ID 


LIB318 9-039-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g4567226 




BLAST score 


181 




E value 


3.0e-13 




Match length 


73 




% identity 


53 




NCBI Description 


(AC007119) unknown protefn [Arabidopsis thaliana] 




Seq. No. 


227604 




Seq. ID 


LIB318 9-039-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g3024017 




BLAST score 


535 




E value 


l.Oe-54 




Match length 


116 




% identity 


92 



32507 



NCBI Description EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 

(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

Seq. No. 227605 

Seq. ID LIB3189-039-P1-K1-C11 

Method BLASTX 

NCBI GI g902584 

BLAST score 682 

E value 5.0e-72 

Match length 147 

% identity 14 

NCBI Description (U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
mays] 

227606 

LIB318 9-039-P1-K1-C2 
BLASTX 
g4512666 
216 

l.Oe-17 
90 
51 

(AC006931) putative mei2 protein [Arabidopsis thaliana] 

Seq. No. ,,227607 

Seq. ID LIB3189-039-P1-K1-C8 

Method BLASTX 

NCBI GI g2129499 

BLAST score 38 6 

E value 2.0e-37 

Match length 115 

% identity 66 

NCBI Description fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

Seq. No. 227608 

Seq. ID LIB3189-039-P1-K1-D1 

Method BLASTX 

NCBI GI g4454014 

BLAST score 299 

E value 4.0e-27 

Match length 145 

% identity 4 6 

NCBI Description {AL035396) putative protein [Arabidopsis thaliana] 

Seq. No. 227609- 

Seq. ID LIB3189-039-P1-K1-D11 

Method BLASTX 

NCBI GI g3775993 

BLAST score 371 

E value 2.0e-35 

Match length 127 

% identity 59 

NCBI Description {AJ0104 60) RNA helicase [Arabidopsis thaliana] 

Seq. No. 227610 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32508 



yi 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-039-P1-K1-D2 

BLASTX 

g3879145 

189 

2.0e-14 

77 
43 

(Z93386) predicted using Genefinder; Similarity to Human 
placenta (DIFF33) protein (TR:Q13530); cDNA EST ykl98all.5 
comes from this gene [Caenorhabditis elegans] 

227611 

LIB3189-039-P1-K1-D3 

BLASTX 

g559684 

709 

4 .Oe-75 

156 

88 

(L36097) aquaporin [Mesembryanthemum crystallinum] 
227612 

LIB3189-039-P1-K1-D4 

BLASTX 

gl655545 

328 

2.0e-30 

142 

46 

(X97190) endo-beta-1, 4-glucanase [Capsicum annuum] 
227613 

LIB3189-039-P1-K1-D5 

BLASTX 

g2129559 

238 

5.0e-20 
120 

4 6 - 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

227614 

LIB3189-039-P1-K1-E1 

BLASTX 

gl332579 

689 

7.0e-73 

138 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 



227615 



32509 



1=^ 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-039-P1-K1-E10 

BLASTX 

g3757514 

438 

l.Oe-43 

103 

80 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

227616 

LIB3189-039-P1-K1-E12 

BLASTX 

gl808656 

199 

l.Oe-15 

84 

54 

{Y10804) Ubiquitin activating enzyme El [Nicotiana tabacum] 
227617 

LIB318 9-039-P1-K1-E3 

BLASTX 

g3043428 

664 

7.0e-70 
14 4 
90 

{AJ00534 6) 40S ribosomal protein S5 [Cicer arietinum] 
227618 

LIB318 9-039-P1-K1-E4 

BLASTX 

gll68735 

253 

l.Oe-21 

154 

38 

CYTOPLASMIC AXIAL FILAMENT PROTEIN >gi_1073970_pir F64118 

cytoplasmic axial filament protein (cafA) homolog - 
Haemophilus influenzae (strain Rd KW20) >gi_1574815 
(U32814) cytoplasmic axial filament protein (cafA) 
[Haemophilus influenzae Rd] 

227619 

LIB318 9-039-P1-K1-E5 

BLASTX 

gll68735 

206 

4 .Oe-16 

154 

32 

CYTOPLASMIC AXIAL FILAMENT PROTEIN >gi_1073970_pir F64118 

cytoplasmic axial filament protein (cafA) homolog - 
Haemophilus influenzae (strain Rd KW20) >gi_1574815 ' 
(U32814) cytoplasmic axial filament protein (cafA) 
[Haemophilus influenzae Rd] 
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Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 



227620 

LIB3189-039-P1-K1-E6 

BLASTX 

gll68735 

233 

2.0e-19 

147 
37 

CYTOPLASMIC AXIAL FILAMENT PROTEIN >gi_1073970_pir F64118 

cytoplasmic axial filament protein (cafA) homolog - 
Haemophilus influenzae (strain Rd KW20) >gi_1574815 
{U32814) cytoplasmic axial filament protein (cafA) 
[Haemophilus influenzae Rd] 

227621 

LIB3189-039-P1-K1-F3 

BLASTX 

g3650032 

233 

3.0e-19 

49 

71 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



227622 

LIB318 9-039-P1-K1-F4 

BLASTX 

gl808656 

634 

2.0e-66 

152 

78 

(Y10804) Ubiquitin activating 



enzyme El [Nicotiana tabacum] 



227623 

LIB318 9-039-P1-K1-F6 

BLASTX 

gl808656 

583 

2.0e-60 

149 

74 

(Y10804) Ubiquitin activating enzyme El [Nicotiana tabacum] 
227624 

LIB3189-039-P1-K1-F9 

BLASTX 

g3123515 

186 

2.0e-14 

41 

90 

(Y08761) Mago Nashi-like protein [Euphorbia lagascae] 
227625 



32511 



Seq. ID 


LIB318 9-039-P1-K1-G1 


Method 


BLASTX 




go 1 Z J D X 0 


BLAST score 


550 


E value 


l.Oe-56 


Match length 


115 


% identity 


90 


NCBI Description 


{Y08761) Mago Nashi-like protein [Euphorbia lagascae] 


Seq. No. 


227626 


Seq. ID 


LIB318 9-039-P1-K1-G10 


Method ■ 


BLASTX 


NOBi GI 


gzlly^: /O 


BLAST score 


703 


E value 


2.0e-74 


Match length 


133 


% identity 


96 


NCBI Description 


tubulin beta-1 chain - rice 


Seq. No. 


227627 


Seq. ID 


LIB318 9-039-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4539301 


BLAST score 


1 DO 


E value 


2.0e-ll 


Match length 


47 


% identity 


53 


NCBI Description 


{AL049480) putative mitochondrial protein [Arabidopsis 




^ thaliana] 


Seq. No. 


227628 


Seq. ID 


LIB318 9-039-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g541800 


nLAbi score 


T n o 
/Uo 


E value 


l.Oe-81 


Match length 


159 


% identity 


92 , - . 


NCBI Description 


protein kinase (EC 2.7.1.37) cdc2-Pa - Norway spruce 




>gi_454 980_emb_CAA5474 6_ (X77680) cdc2Pa [Picea abies] 


Seq. No. 


227629 


Seq. ID 


LIB318 9-039-P1-K1-G3 


Method 


BLASTX 




1 y u 4 y 4 


BLAST score 


271 


E value 


4.0e-31 


Match length 


104 


% identity 


75 


NCBI Description 


(Y13646) cyclin dependent kinase [Petunia x hybrida] 


Seq. No. 


227630 


Seq. ID 


LIB318 9-039-Pi-Kl-G9 


Method 


BLASTX 


NCBI GI 


g541951 


BLAST score 


148 


E value 


2.0e-09 
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Match length 



63 



Hi 



% identity 


51 


NCBI Description 


SPCP2 protein - soybean >gi_310578 {L12258) nodulin-26 




[Glycine max] * . . 


Seq. No. 


227631 


Seq. ID 


LIB3189-039-P1-K1-H1 


Method 


BLASTX 




gi y 4 D J / 1 


BLAST score 


209 


E value 


2.0e-16 


Match length 


67 


% identity 


60 


NCBI -Description 


(U93215) regulatory protein Viviparous-1 isolog 




[Arabidopsis thaliana] 


Seq. No. 


227632 


Seq. ID 


LIB318 9-039-P1-K1-H11 


Method 


BLASTX 




rxA ^ A A A A 
g4 Oh H H H J 


BLAST score 


521 


E value 


4.0e-53 


Match length 


151 


% identity 


51 


NCBI Description 


{AC006592) putative mitochondrial uncoupling protein 




[Arabidopsis thaliana] 


Seq. No. - 


227633 


Seq. ID 


LIB318 9-039-P1-K1-H2 


Metnoa 




NCBI GI 


g2829871 


BLAST score 


114 


E value 


l.Oe-12 


Match length 


66 


% identity 


59 


NCBI Description , 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


227634 


Seq. ID ' 


LIB318 9-039-P1-K1-H3 


Method 


BLASTX 


NLbi bi 


goDouuoz 


BLAST score 


237 


E value 


8.0e-20 


Match length 


49 


% identity 


73 


NCBI Description 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Seq. No. 


227635 


Seq. ID 


LIB318 9-039-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


190 


E value- ■ 


l.Oe-14 


Match length 


92 


% identity 


50 



NCBI Description (AF044204) lipid transfer protein precursor [Gossypium 



32513 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227636 

LIB3189-039-P1-K1-H7 

BLASTX 

g285636 

268 

2.0e-23 

129 

51 

(D14161) ORF [Hordeum vulgar e] 



Seq. No. 


227637 


Seq. ID 


LIB318 9-039-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g992706 


BLAST score 


572 


E value 


4.0e-59 


Match length 


122 


% identity 


84 


NCBI Description 


(033758) UBC13 [Arabidopsis thaliana] 


Seq. No. 


227638 


Seq. ID 


LIB318 9-039-P1-K1-H9 


Method 


BLASTX 


NCBI GI ■ 


g4262250 


BLAST score 


495 


E value 


4.0e-50 


Match length 


144 , 


% identity 


73 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227639 

LIB3189-04 0-P1-K1-A1 

BLASTX 

gl843527 

248 

2,0e-21 

55 

91 

(U73747) annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227640 

LIB3189-040-P1-K1-A11 

BLASTX 

gl888357 

238 

4.0e-20 

120 

45 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1.890154_enib_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 227641 

Seq. ID LIB3189-040-P1-K1-A12 

Method BLASTX 
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g4UUbo^y 


BLAST score 


375 


E value 


4.0e-36 . 


Match length 


123 


% identity 


59 


NCBI Description 


(AC005970) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


227642 


Seq. ID 


LIB3189-040-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


— OtZ/^l OCA 

g^oOlooQ 


BLAST score 


203 


E value 


2.0e-16 


Match length 


39 


% identity 


100 


NCBI Description 


(AF012823) GDP dissociation inhibitor [Nicotiana tabacuin] 


Seq. No. 


227643 


Seq. ID 


LIB3189-040-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3980396 


BLAST score 


462 


E value 


3.0e-52 


Match length 


114 


% identity 


81 


NCBI Description 


(AC004561) putative C-4 sterol methyl oxidase [Arabidopsis 




thaliana] 


Seq. No. 


227644 


Seq. ID 


LIB3189-040-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll73209 


BLAST score 


394 


E value 


l.Oe-38 


Match length 


81 


% identity 


94 


NCBI Description 


40S' RIBOSOMAL PROTEIN S16 >gi_54 1835_pir S41193 ribosomal 




protein S16 protein - upland cotton 




>gi_4 39654_emb_CAA53567_ (X75954) RS16 protein, 40S subunil 




[Gossypium hirsutum] 


Seq. No. 


227645 


Seq. ID 


LIB3189-040-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g480450 


BLAST score 


442 


E value 


7.0e-44 • ' 


Match length 


122 


% identity 


75 


NCBI Description 


ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 




thaliana >gi_402552_emb_CAA4 9506_ (X69880) ketol-acid 




reductoisomerase [Arabidopsis thaliana] 


Seq. No. 


227646 


Seq. ID 


LIB3189-040-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g586004 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



632 

4.0e-66 

128 

90 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962_pir S34267 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) - sweet potato 

>gi_542090_pir S40404 superoxide dismutase (EC 1.15.1.1) 

(Cu-Zn) - sweet potato >gi_311971_emb_CAA51654_ (X73139) 
superoxide dismutase [Ipomoea batatas] 

227647 

LIB3189-04 0-P1-K1-B12 

BLASTX 

g2129473 

237 

8.0e-20 
92 

50 ' 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

227648 

LIB3189-04 0-P1-K1-B2 

BLASTX 

gll73209 

150 

3.0e-10 

51 

67 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_4 39654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

227649 

LIB3189-040-P1-K1-B8 
BLASTX 
•gll72872 
547 

3.0e-56 

125 

82 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4 539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

227650 

LIB318 9-04 0-P1-K1-C10 

BLASTX 

g3334113 

466 

l.Oe-46 

89 

100 
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NCBI Description ACYL-COA-BINDING PROTEIN ' (ACBP) - >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

.NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



227651 

LIB3189-040-P1-K1-C11 

BLASTX 

g2970051 

223 

2.0e-18 

60 

67 

(AB012110) ARGIO [Vigna radiata] 
227652 

LIB3189-040-P1-K1-C12 

BLASTX 

g3493172 

411 

2.0e-40 

91 

89 

(U89609) fiber annexin [Gossypium hirsutum] 
227653 

LIB318 9-04 0-P1-K1-C5 

BLASTX 

g3805845 

240 

5.0e-20 

86 

56 

(AL031986) putative protein [Arabidopsis thaliana] 
227654 

LIB318 9-040-P1-K1-C6 

BLASTX 

g3493172 

275 

8.0e-25 

64 

84 

(U89609) fiber annexin [Gossypium hirsutum] 
227655 

LIB3189-040-P1-K1-C7 

BLASTX 

gll68257 

579 

5.0e-60 

137 

82 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC ISOZYME 1 
(TRANSAMINASE A) >gi_693690 (U15033) aspartate 
aminotransferase [Arabidopsis thaliana] 

227656 

LIB318 9-04 0-P1-K1-D10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3341681 

657 

4.0e-69 

140 

91 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 

>gi_741994_prf 2008312A GTP-binding protein [Arabidopsis 

thaliana] 

227657 

LIB3189-040-P1-K1-D11 

BLASTX 

gll73104 ■ 

584 

2.0e-60 

125 

76 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227658 

LIB3189-040-P1-K1-D12 
BLASTX 
g2811278 
727 

3.0e-77 
149 
89 

(AF043284) expansin [Gossypium hirsutum] 
227659 

LIB3189-040-P1-K1-D9 
BLASTX 
g3461820 
237 

9.0e-20 
59 
63 

(AC004138) unknown protein [Arabidopsis thaliana] 
227660 

LIB3189-040-P1-K1-F10 
BLASTX 
g464707 
692 

4 .Oe-73 
152 
88 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir 

protein S18.A - Arabidopsis thaliana 

>gi_405613_errib_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 34 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 3434 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA82275_ (Z28962) 



S37496 ribosomal 
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S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72?09_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb__Z28701, DNA gb_Z23165 from A. 
thaliana. ' ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ {AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



227661 

LIB3189-040-P1-K1-F2 

BLASTX 

gll3240 

427 

2.0e-50 

102 

98 

ACTIN 2 >gi_71636_pir ^ATRZ2 actin 2 - rice 

>gi_20329_emb_CAA33873_ (X15864) actin [Oryza sativa] 

227662 

LIB3189-04 0-P1-K1-F8 

BLASTX 

g3702368 

644 

2.0e-67 ' 

159 

74 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227663 

LIB318 9-040-P1-K1-G1 

BLASTX 

g3063698 

148 

l.Oe-09 

44 

66 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227664 

LIB318 9-040-P1-K1-G10 

BLASTX 

gl084358 

498 

2.0e-50 

143 

69 



NCBI Description ATP synthase - soybean 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



227665 

LIB3189-040-P1-K1-G12 

BLASTX 

gl350988 

223 

7.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
?LAST score 
'*E' value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



56 
84 

40S RIBOSOMAL PROTEIN S3B (SIB) >gi_2119058_pir 151635 

ribosomal protein SI - African clawed frog 
>gi_587 600_enib_CAA84291_ (Z34530) ribosomal protein SI 
[Xenopus laevis] >gi_587602_einb_CAA842 90__ (Z34529) 
ribosomal protein [Xenopus laevis] 

227666 

LIB318 9-040-P1-K1-G3 

BLASTX 

g3757514 

487 

3.0e-4 9 

106 

86 

{AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

227667 

LIB318 9-040-P1-K1-G4 

BLASTX 

g4204300 

200 

2.0e-15 

79 

51' 

(AC003027) Unknown protein [Arabidopsis thaliana] 
227668 

LIB3189-040-P1-K1-G6 

BLASTX 

g3643603 

571 

4 .Oe-59 

130 

84 

(AC005395) unknown protein [Arabidopsis thaliana] 
227669 

LIB318 9-040-P1-K1-G9 

BLASTX 

g2129499 

717 

4 .Oe-76 

145 

92 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

227670 

LIB318 9-040-P1-K1-H3 

BLASTX 

g3098571 

174 

2.0e-12 
151 
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% identity 

NCBI Description 



36 

(AF04 9028) BURP domain containing protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227671. 

LIB3189-040-P1-K1-H4 

BLASTX 

g4580395 

224 

3.0e-18 

121 

45 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 227672 

Seq. ID LIB3189-040-P1-K1-H5 

Method BLASTX 

NCBI GI g2982268 

BLAST score 547 

E value 3.0e-56 

Match length 115 

% identity 93 

NCBI Description (AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 

Seq. No. 227673 

Seq. ID LIB3189-040-P1-K1-H7 

Method BLASTX 

NCBI GI g730645 

BLAST score 226 

E value 9.0e-19 

Match length 72 

% identity 67 



NCBI- Description 40S RIBOSOMAL. PROTEIN S15 >gi__629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152__emb_CAA8067 9 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong' similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227674 

LIB3189-04 0-P1-K1-H9 

BLASTX 

gl928981 

242 

l.Oe-20 

72 

74 

(U92651) tonoplast intrinsic protein bobTIP26-l 
oleracea var. botrytis] 



[Brassica 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227675 
LIB3189-041- 
BLASTX 
g4204300 



P1-K1-A2 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



187 

5.0e-14 

72 

53 

(AC003027) Unknown protein [Arabidopsis thaliana] 
227676 

LIB3189-041-P1-K1-A8 

BLASTX 

gl708152 

143 

8.0e-09 

97 

44 

PROBABLE ATP-DEPENDENT RNA HELICASE DBP5 (HELICASE CA5/6) 

>gi_2133053_pir S66920 probable RNA helicase CA5/6 - yeast 

(Saccharomyces cerevisiae) >gi_1353268 (U28135) DbpSp 
[Saccharomyces cerevisiae] >gi_1420175_emb_CAA99237_ 
(Z74954) ORF YOR046c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length'- 

% identity 

NCBI Description 



227677 

LIB3189-041-P1-K1-B11 

BLASTX 

g4324967 

541 

2.0e-55 

103 

100 

(AF114796) ADP-ribosylation factor [Glycine max] 



Seq. No. 227678 

Seq. ID LIB3189-041-P1-K1-B6 

Method BLASTX 

NCBI GI g4210948 

BLAST score 341 

E value 3.0e-32 

Match length 77 

% identity 88 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. 227679 

Seq. ID LIB3189-041-P1-K1-B7 

Method BLASTX 

NCBI GI g4210948 

BLAST score 599 

E value 3.0e-62 

Match length 147 

. % identity 82 

NCBI Description (AF085275) DnaJ protein [Hevea brasiliensis] 

Seq. No. -227680 

Seq. ID . LIB3189-041-P1-K1-B9 

Method BLASTX 

NCBI GI gll73187 

BLAST score 314 

E value 7.0e-29 

Match length 68 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

40S RIBOSOMAL PROTEIN S23 JS12| . >gi__136204 l_pir S56673 

ribosomal protein S23.e, "cytosoiic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

227681 

LIB318 9-041-P1-K1-C1 

BLASTX 

g2832717 

304 

l.Oe-27 

93 

63 

(AJ003114) alkaline/neutral invertase [Lolium temulentum] 
227682 

LIB3189-041-P1-K1-C11 

BLASTX 

gl332579 

616 

3.'0e-64 

125 

10 

(X98063) polyublquitin [Pinus sylvestris] 
227683 

LIB3189-041-P1-K1-C12 

BLASTX 

g464621 

376 

4.0e-36 

97 

78 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ {X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

227684 

LIB3189-041-P1-K1-C6 

BLASTX 

g70644 

593 

l.Oe-61 

124 

18 

ubiquitin precursor - common sunflower (fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227685 

LIB3189-041-P1-K1-C7 

BLASTX 

g232202 

446 

.3.0e-44 
136 
63 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



GLUTATHIONE S-TRANSFERASE PARB (CLASS-PHI)- 

>gi_285295_pir ^A4178 9 glutathione transferase (EC 

2.5.1.18) - common tobacco >gi_218294_dbj_BAA01394_ 
(D10524 ) glutathione S-transf erase [Nicotiana tabacum] 

227686 

LIB3189-041-P1-K1-D10 

BLASTX 

g2367392 

180 

l.Oe-13 

82 

40 

(U82513) random slug cDNA25 protein [Dictyostelium 
discoideum] 

227687 

LIB3189-041-P1-K1-D12 

BLASTX 

g3080401 

419 

3.0e-41 
108 

73 ■ . 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_44552.65_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana]' 

227688 

LIB3189-041-P1-K1-D2 

BLASTX 

g3548818 

179 

2.0e-13 

41 

83 

(AC005313) unknown protein [Arabidopsis thaliana] 
227689 

LIB318 9-041-P1-K1-D6 

BLASTX 

g3914394 

183 

l.Oe-13 

42 

83 

2, 3-BISPHbSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENl' PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryantheraum crystallinum] 

227690 

LIB3189-041-P1-K1-D7 

BLASTX 

g2959322 

684 
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E value 

Match length 

l,J.dentity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. -No. 
Seq. ID 
. Method 
NCBI GI • 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-72 

154 

84 

(Y14616) Importin alpha-like protein [Arabidopsis thaliana] 
227691 

LIB3189-041-P1-K1-D8 

BLASTX 

gl36739 

449 

l.Oe-60 

139 

88 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7.9) - 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

227692 

LIB318 9-041-P1-K1-D9 

BLASTX 

gl30720 

269 

l.Oe-23 

123 

42 

PROTEOLIPID PROTEIN PPAl >gi_101508_pir ^A34 633 probable 

H+-transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 

227693 :• 

LIB318 9-041-P1-K1-E10 

BLASTX 

g4337175 

485 

7.0e-49 

138 

68 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene, [Arabidopsis thaliana] 

227694 

LIB318 9-041-P1-K1-E11 

BLASTX 

gl703375 

509 

9.0e-52 

99 

99 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227695 

LIB3189-04i-Pl-Kl-E12 

■BLASTX 

g2129630 

415 

l.Oe-40 

106 

67 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 

227696 

LIB3189-041-P1-K1-E4 

BLASTX 

g3702349 

445 

3.0e-44- 

110 

80 

(AC005397) putative protein kinase [Arabidopsis thaliana] 
227697 

LIB318 9-041-P1-K1-E6 

BLASTX 

gl26896 

606 

4.0e-63 

138 

86 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227698 

LIB3189-041-P1-K1-E7 

BLASTX 

g3264759 

512 

4.0e-52 

120 

83 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227699 

LIB3189-041-P1-K1-F6 

BLASTX 

gl346675 

529 

5.0e-54 

107 

92 

NUCLEOS 
>gi_4 99 



IDE DIPHOSPHATE KINASE B (NDK B) (NDP KINASE B) 
112 (U10283) nucleoside diphosphate kinase [Flaveria 
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bidentis] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227700 

LIB3189-041-P1-K1-F7 

BLASTX 

g3123161 

135 

l.Oe-10 

99 

22 

HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F35G12.4 IN CHROMOSOME III >gi_3876723_eiTib_CAA8 6335_ 
(Z46242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL:D655 



yj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227701 

LIB3189-041-P1-K1-F8 

BLASTX 

gl616659 

678 

2.0e-71 

150 

85 

{U49387) adenylosuccinate synthetase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227702 

LIB3189-041-P1-K1-F9 

BLASTX 

g4204300 

195 

6,0e-15 

75 

52 

(AC003027) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227703 

LIB3189-041-P1-K1-G10 

BLASTX 

g231586 

760 

4.0e-81 

155 

97 

ATP -SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi 82027 pir S20504 H+-transporting ATP synthase (EC 
3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



227704 

LIB3189-041-P1-K1-G11 

BLASTX 

gll74592 

709 

4.0e-75 
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Match length 


134' 


% identity 


98 


NCBI Description 


TUBULIN ALPHA-1 CHAIN >gi 2119270_pir S60233 alpha-tubulin 




- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 




sativum] 


Seq. No. 


227705 


Seq. ID 


LIB3189-041-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2935416 


BLAST score 


662 


E value 


l.Oe-69 


Match length 


157 


%... identity 


81 


NCBI Description 


(AFO'47896) isoflavone reductase homolog [Betula pendula] 


Seq. No. 


227706 


Seq. ID 


LIB318 9-041-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2384758 


BLAST score 


412 


E value 


2.0e-40 


Match length 


86 


% identity 


92 


NCBI Description 


(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 




sativa] 


Seq. No. 


227707 


Seq. ID . 


LIB318 9-041-P1-K1-G4 


Method ^ . 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


631 


E value 


5.0e-66 


Match length 


154 


% identity 


79 


NCBI Description 


(AB015601) DnaJ homolog [Salix gilgiana] 


Seq. No, 


227708 


Seq. ID 


LIB318 9-041-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl353516 


BLAST score 


314 


E value 


7.0e-29 


Match length 


109 


% identity 


60 


NCBI Description 


(U38651) sugar transporter [Medicago truncatula] 


Seq. No. 


227709 


Seq. ID 


LIB3189-041-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl351974 


BLAST score 


548 


E value 


2.0e-5.6 


Match length 


112 


% identity 


96 


NCBI Description 


ADP-RIBOSYLATION FACTOR >gi 1076788 pir 84 9325 




ADP-ribosylation factor - maize >gi_107678 9__pir S53486 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ADP-ribosylation factor - maize >gi_55668 6_einb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

227710 

LIB3189-041-P1-K1-G7 
BLASTX 

g2662343 " " 
583 

2.0e-60 

113 

98 

(D63581) EF-1 alpha [Oryza sativa] 
227711 

LIB3189-041-P1-K1-G9 

BLASTX 

g3367534 

505 

3.0e-59 

125 

81 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

227712 

LIB3189-041-P1-K1-H1 . 

BLASTX 

g2754860 <, 

199 

5.0e-16 

46 

83 

(AF039953) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227713 

LIB3189-041-P1-K1-H10 

BLASTX 

g3482967 

279 

l.Oe-24 

70 

77 

(AL031369 
thaliana] 



Protein phosphatase 2C-like protein [Arabidopsi 
>gi_4559345_gb_AAD23006. 1_AC006585_1 (AC006585) 



protein phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227714 

LIB3189-041-P1-K1-H11 

BLASTX 

g2498885 

219 

7.0e-18 

121 

41 

PROTEIN TRANSPORT PROTEIN SEC23 HOMOLOG ISOFORM A 



32529 



>gi_1296664_emb_CAA65774_ {X97064) Sec23 protein [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227715 

LIB318 9-041-P1-K1-H12 

BLASTX 

g2231702 

605 

5.0e-63 

118 

93 

(U92086) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] >gi_3080409_emb_CAA18728_ (AL022604) 
clathrin assembly protein AP19 homolog [Arabidopsis 
thaliana] 

227716 

LIB3189-041-P1-K1-H2 

BLASTX 

g4056488 

326 

3.0e-30 

76 

75 

(AC005896) unknown protein [Arabidopsis thaliana] 
227717 

LIB318 9-041-P1-K1-H3 

BLASTX 

gl246403 

286 

l.Oe-25 

88 

66 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 {AC005405) 
TINY [Arabidopsis thaliana] 

227718 

LIB3189-041-P1-K1-H7 

BLASTX 

g3075398 

238 

6.0e-20 

89 

51 

(AC004484) unknown protein [Arabidopsis thaliana] 
227719 

LIB318 9-042-P1-K1-A11 

BLASTX 

g3702333 

200 

2.0e-15 
109 

4 4 - 

(AC005'397) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227720 

LIB3189-042-P1-K1-A12 

BLASTX 

g3367534 

677 

2.0e-71 

155 

81 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



U 

1 :~ 



3 i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227721 

LIB318 9-042-P1-K1-A2 

BLASTX 

g3869088 

528 

5.0e-54 

105 

97 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
227722 

LIB318 9-042-P1-K1-A8 

BLASTX 

g2811278 

565 

2.0e-58 

119 

87 

(AF043284) expansin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227723 

LIB318 9-042-P1-K1-A9 

BLASTX 

g2244732 

328 - 

6,0e-47 

109 

93 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227724 

LIB3189-042-P1-K1-B11 ^ 

BLASTX 

g2497753 

376 

4.0e-36 

123 

55 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 
Seq. ID 
Method 



227725 

LIB318 9-042-P1-K1-B12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl203832 
670 

l.Oe-70 

149 

86 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_j3rf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

227726 

LIB318 9-042-P1-K1-B2 

BLASTX 

g2673912 

427 

4,0e-42 

125 

65 

(AC002561) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227727 

LIB3189-042-P1-K1-B3 

BLASTX " 

g2244931 

169 

8.0e-l-2 
130 

35 * 

{Z97339) hypothetical protein [Arabidopsis thaliana] 
>gi_3426058_emb_CAA07572_ {AJ007585) IB1P8-4 protein 
[Arabidopsis thaliana] 

227728 

LIB318 9-042-P1-K1-B4 

BLASTX 

g3395426 

225 . . 

l.Oe-18 

90 

49 

{AC004683) unknown protein [Arabidopsis thaliana] 



227729 

LIB3189 

BLASTX 

g267069 

377 

4.0e-65 

124 

99 

TUBULIN 
tubulin 
{M84696 
{M84 697 



■042-P1-K1-B6 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



227730 

LIB318 9-042-P1-K1-B8 
BLASTX 



32532 



NCBI GI 


g250587 9 


BLAST score 


246 


E value 


3.0e-21. 


Match length 


55 


% identity 


85 


NCBI Description 


(Y12776) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


227731 


Seq. ID 


LIB318 9-042-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g45 oy4 04 


BLAST score 


194 


E value 


9.0e-15 


Match length 


101 


% identity 


45 


NCBI Description 


(AL049524) putative protein [Arabidopsis thaliana] 


Seq. No. 


227732 


Seq. ID 


LIB318 9-042-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3319921 


BLAST score 


275 


E value 


2.0e-24 


Match length 


99 


% identity 


60 


NCBI Description 


(AJ223388) Hev b 3 [Hevea brasiliensis] 



>gi_3319923_emb_CAA11304_ {AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ {AJ223390) Hev b 
[Hevea brasiliensis] >gi__3818475 (AF051317 )<. small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



227733 

LIB318 9-042-P1-K1-C7 

BLASTX 

g2392772 

162 

4.0e-ll 

86 

48 

{AC002534) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227734 

LIB318 9-042-P1-K1-C8 

BLASTX 

g2129499 

628 . 

l.Oe-65 

130 

90 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 



Seq. No.- 227735 

Seq. ID LIB3189-042-P1-K1-D11 

Method BLASTX 

NCBI GI g3269288 



32533 



BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST • score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



350 

4.0e-33 
79 

(AL030978) putative protein [Arabidopsis thaliana] 
227736 

LIB318 9-042-P1-K1-D2 

BLASTX 

g2117168 

407 

9.0e-40 

77 

100 

(Z73961) RACl [Lotus japonicus] 
227737 

LIB318 9-042-P1-K1-D4 

BLASTX 

g2735550 

214 

4.0e-17 

89 

47 

(U96638) unc-50 related protein; URP [Rattus norvegicus] 
227738 

LIB3189-042-P1-K1-D5 ' 

BLASTX 

g3482967 

410 

4.0e-40 

96 

79 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi^4 55934 5_gb_AAD23006 . 1_AC00 658 5_1 {AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

227739 

LIB318 9-042-P1-K1-D6 

BLASTX 

gl246403 

294 

l.Oe-26 

93 

66 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 {AC005405) 
TINY [Arabidopsis thaliana] 

227740 

LIB318 9-042-P1-K1-E4 

BLASTX 

g401213. 

225 

2.0e-18 

87 

61 



32534 



NCBI Description 



ANTHRANILATE PHOSPHORIBOSYLTRANSFERASE PRECURSOR >gi_166792 
(M96073) phosphoribosylanthranilate transferase 

[Arabidopsis- thaliana] >gi_445600_prf 1909347A 

phosphoribosylanthranilate transferase [Arabidopsis 
thaliana] 



Seq. No. 


227741 


Seq. ID 


LIB3189-042-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2459417 


BLAST score 


404 


E value 


2.0e-39 


Match length 


103 


% identity 


77 


NLol Description 


{Jv^vvZooz ) putacive pre-iriKNA splicing tacror fkf. 




[Arabidopsis thaliana] 


Seq. No. 


227742 


Seq. ID 


LIB3189-042-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


617 


E value 


2.0e-64 


Match length 


153 


% identity 


79 


NCBI Description 


(L08199) peroxidase [Gossypiuiti hirsutum] 


Seq. No. 


227743 


Seq. ID 


LIB3189-042-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl402833 


BLAST score 


225 


E value 


2.0e-lB 


Match length 


81 


% identity 


57 


NCBI Description 


(U60147) plasma membrane major intrinsic protein 




vulgaris] 


Seq. No. 


227744 


Seq. ID 


LIB3189-042-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


456 


E value 


l.Oe-45 


Match length 


138 


% identity 


66 


NCBI Description 


(AF067 961) homeodomain protein [Malus domestica] 


Seq. No. 


227745 


Seq. ID 


LIB318 9-042-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


451 


E value 


5.0e-45 


Match length 


121 


% identity 


83 


NCBI Description 


{AF067185) aquaporin 2 [Samanea saman] 



1 [Beta 



32535 



Seq. No. 


227746 


Seq. ID 


LIB3189-042-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2765240 


BLAST score 


212 


E value 


6.0e-17 


Match length 


119 


% identity 


40 


NCBI Description 


(Y12805) Invertase inhibitor [Nicotiana tabacum] 


Seq. No. 


227747 


Seq. ID 


LIB318 9-042-P1-K1-F8 


Method 


BLASTX. 


NCBI GI 


g2829204 


BLAST score 


502 


E value 


7.0e-51 


Match length 


120 


% identity 


85 


NCBI Description 


{AF044204) lipid transfer protein precursor [Gossypium 




hirsutuiti] 


Seq. No. 


227748 


Seq. ID 


LIB31S9-042-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3445200 


BLAST score 


147 


E value 


2.0e-09 


Match length 


106 ' ■ 


% identity 


40 


NCBI Description 


{AC004786) putative squalene epoxidase [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



227749 

LIB318 9-042-P1-K1-G5 

BLASTX 

g3876865 

172 

3.0e-12 

96 

36 

{Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk:374fll.5 comes from this gene; cDNA EST yk359h8.3 co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227750 

LIB3189-042-P1-K1-G6 

BLASTX 

gl350930 

468 

6.0e-47 

100 

92 

40S RIBOSOMAL PROTEIN S13 



Seq. No, 



227751 



32536 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



LIB318 9-042-P1-K1-H2 

BLASTX 

g3150415 

262 

3.0e-38 

112 

49 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227752 

LIB318 9-042-P1-K1-H4 

BLASTX 

gll70507 

477 

6.0e-48 

114 

80 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227753 

LIB3189-042-P1-K1-H5 

BLASTX 

gl345643 

438 

2.0e-43 

134 

66 

FLAVONOID 3\ 5* -HYDROXYLASE 2 (F3*5'H) (CYTOCHROME P450 

75A3) {CYPLXXVA3) >gi_629709_pir S38984 flavonoid 

3 *, 5 ' -hydroxylase Hf2 - garden petunia 
>gi_311654_eirib_CAA80265_ (Z22544) flavonoid 
3 5 ' -hydroxylase [Petunia x hybrida] 

>gi_738771__prf 2001426A flavonoid 3 5 ' -hydroxylase 

[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227754 

LIB318 9-042-P1-K1-H6 

BLASTX 

g4115376 

199 

2.0e-15 

138 

16 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



227755 

LIB3189-042-P1-K1-H7 

BLASTX 

g3493172 

508 

9.0e-52 



32537 



Match length 


111 


% identity 


90 


NCBI Description 


(U89609) fiber annexin [Gossypiuin hirsutum] 


Seq. No. 


227756 


Seq. ID 


LIB3189-042-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl800281 


BLAST score 


709 


E value 


4.0e-75 


Match length 


147 


% identity 


22 


NCBI Description 


(U82086) polyubiquitin [Fragaria x ananassa] 


Seq. No. 


227757 


Seq. ID 


LIB3189-04 3-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3688188 


BLAST score 


488 


E value 


3.0e-49 


Match length 


117 


% identity 


80 


NCBI Description 


(AL031804) pyruvate decarboxylase-1 (Pdcl) [Arabidopsis 




thaliana] 


Seq. No. 


227758 


Seq. ID 


LIB318 9-043-P1-K1-A12 


Method 


BLASTX 


NCBI .GI 


gl856971 


BLAST score 


193 


E value 


l.Oe-21 


Match length 


67 


% identity 


87 


NCBI Description 


{D26058) This gene is specifically expressed at the S pi 




during the cell cycle in the synchronous culture of 




periwinkle cells. [Catharanthus roseus] 


Seq. No. 


227759 


Seq. ■ ID 


LIB3189-043-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl350944 


BLAST score 


172 


E value 


8.0e-13 


Match length 


42 


% identity 


83 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S17 


Seq. No. 


227760 


Seq. ID 


LIB318 9-043-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2879867 


BLAST score 


234 


E value 


l.Oe-19 


Ma1:ch" length 


99 


% identity 


48 



NCBI Description (AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



32538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227761 

LIB3189-043-P1-K1-A7 

BLASTX 

g2497753 

323 

5.0e-30 

115 

53 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477__ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



Seq. No. 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227762 

LIB318 9-043-P1-K1-A8 

BLASTX 

g3334661 

356 

9.0e-34 

117 

56 

(Y10490) putative cytochrome P450 [Glycine max] 
227763 

LIB3189-043-P1-K1-B1 

BLASTX 

g3914430 

479 

3.0e-48 

113 

83 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

227764 

LIB3189-04 3-P1-K1-B10 

BLASTX 

g4337175 

4 90 

2.0e-49 

138 

68 

(AC006416) ESTs. gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T-424 57/ gb_T20921, gb_AA042762 and 
gb AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227765 

LIB3189-043-P1-K1-B2 
BLASTX 
.g3935150 
382 

8.0e-37 

148 

55 



32539 



NCBI Description (AC005106) T25N20.14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ■ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227766 

LIB318 9-043-P1-K1-B6 

BLASTX 

g2501494 

160 

7.0e-ll 

76 

47 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransf erase - cassava 
>gi_4 5324 9_emb_CAA54 612_ (X77462) UTP-glucose 
glucosyltransf erase [Manihot esculenta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227767 

LIB318 9-043-P1-K1-B7 

BLASTX 

g2443751 

710 

3.0e-75 

153 

89 

(AF020303) .fumarase [Arabidopsis thaliana] >gi_2529676 
(AC002535) putative fumarase [Arabidopsis thaliana] 

227768 

LIB318 9-043-P1-K1-C11 

BLASTX 

'gl694976 

450 

9.0e-45 

129 

68 

(Y09482) HMGl [Arabidopsis thaliana] 

>gi_2832361_einb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227769 

LIB318 9-043-P1-K1-C2 

BLASTX 

g2842424 

493 

7.0e-50 

141 

67 

(AJ223948) RNA helicase [Homo -'sapiens ] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227770 

LIB318 9-043-P1-K1-C3 

BLASTX 

g4105269 

237 

8.0e-20 

148 

39 



32540 



NCBI Description 



(AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227771 

LIB3189-043-P1-K1-C5 

BLASTX 

gl771162 

237 

7.0e-20 

141 

60 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ00637 9) subtilisin-like 
protease [Lycopersicon esculentum] 

227772 

LIB3189-043-P1-K1-C8 

BLASTX 

gl854386 

269 

l.Oe-30 
146 

53 ' 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 

227773 

LIB3189-043-P1-K1-C9 

BLASTX 

g3334115 

334 

3.0e-31 

96 

71 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



227774 

LIB3189-043-P1-K1-D10 

BLASTX 

g3202042 

550 

2.0e-56 

133 

80 

(AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 

227775 

LIB3189-043-P1-K1-D12 

BLASTX 

g2662415 

141 

l.Oe-08 
48 



32541 



% identity 

NCBI Description 



56 

(U97494) metallothionein-like protein [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description . 



227776 

LIB3189-04 3-P1-K1-D2 

BLASTX 

g4240116 

494 

5.0e-50 

126 

74 

(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4 240118_dbj_BAA74838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 

227777 

LIB3189-04 3-P1-K1-D4 

BLASTX 

g3461835 

702 

2.0e-74 

147 

87 

(AC005315) putative protein kinase'"- [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227778 

LIB3189-043-P1-K1-D7 

BLASTX 

g2623199 



BLAST score 


525 


E value 


l.Oe-53 


Match length 


112 


% identity 


89 


NCBI Description 


(AF030290) protein phosphatase X isoform 2 [Arabidopsis 




thaliana] 


Seq. No. 


227779 


Seq. ID 


LIB318 9-043-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3128175 


BLAST score 


155 


E value 


2.0e-10 


Match length 


119 


% identity 


33 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


227780 


Seq. ID 


LIB3189-04 3-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


677 


E value 


2.0e-71 


Match length 


136 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 



32542 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



227781 

LIB318 9-043-P1-K1-E10 

BLASTX 

g2982465 

215 

3.0e-17 

123 

42 

{AL022223) putative protein [Arabidopsis thaliana] 
227782 

LIB3189-043-P1-K1-E11 

BLASTX 

g2062167 

572 

4.0e-59 

153 

71 

{AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

227783 

LIB318 9-043-P1-K1-E12 

BLASTX 

g2811278 

764 

l.Oe-81 ' 

154 

90 

{AF043284) expansin [Gossypium hirsutuin] 
227784 

LIB318 9-043-P1-K1-E4 

BLASTX 

g2. 98 2 4 65 

178 ■ 

2.0e-13 

75 

48 

(AL022223) putative protein [Arabidopsis thaliana] 
227785 

LIB318 9-043-P1-K1-E6 

BLASTX 

gl67367 

477 

5.0e-48 

130 

77 

(L08199) peroxidase [Gossypium hirsutum] 
227786 

LIB318-9-043-P1-K1-E7 

BLASTX ■ 

g4105696 

183 



32543 



E value 
Match length. 
% identity 
NCBI Description. 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-14 

41 

80 

(AF049870) beta tubulin 1 [Arabidopsis thaliana] 
227787 

LIB3189-043-P1-K1-E8 

BLASTX 

gll70507 

471 

3.0e-47 

114 

79 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_ertib_CAA43514_ (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbagini folia] 



u 


Seq. No. 


227788 




Seq. ID 


LIB318 9-043-P1-K1-F10 


ffl 


Method 


.BLASTX 




NCBI GI 


g4235430 




BLAST score 


618 




E value 


Z . ue-D4 




Match length 


143" - ' 


s ^ 


% identity 


81 




NCBI Description 


{AF098458) latex-abundant protein [Hevea brasiliensis] 


r . 


Seq. No. 


227789 




Seq. "ID ^ 


LIB318 9-04 3-P1-K1-F3 


i £ 


Method 


BLASTX 




NCBI GI 


g4097579 


i~n 


BLAST score 


499 




E value 


2.0e-50 




Match length 


105 




% identity 


87: . 




NCBI Description 


(■U64 922) NTGPl [Nicotiana tabacum] 




Seq. No. 


227790 




Seq. ID 


LIB318 9-043-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g567893 




BLAST score 


173 




E value 


3.0e-12 




Match length 


66 




% identity 


52 




NCBI Description 


(L37382) beta-galactosidase-complementation protein 






[Cloning vector] 




Seq. No. 


227791 




Seq. ID 


LIB318 9-04 3-P1-K1-F5 




. Method 


BLASTX 




' NCBI GI 


g4580460 




BLAST score 


523 




E value 


2.0e-53 




Match length 


152 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



72 

{AC006081) putative 26S Protease Subunit 4 
thaliana] 



[Arabidopsis 



227792 

LIB3189-043-P1-K1-F7 

BLASTX 

g2072986 

720 

2.0e-76 

152 

84 

(U95142) putative G-protein-coupled receptor [Arabidopsis 
thaliana] >gi_2072988 (U95143) putative G-protein-coupled 
receptor [Arabidopsis thaliana] 

227793 

LIB3189-043-P1-K1-F9 

BLASTX 

g2119937 

437 

3.0e-43 

90 

93 

translation initiation factor eIF-4A.13 - common tobacco 
(fragment) 

227794 

LIB318 9-043-P1-K1-G1 

BLASTX 

g498038 

509 

l.Oe-58 

150 

81 

{L33792) lipid transfer protein [Senecio odorus] 
227795 

LIB318 9-043-P1-K1-G3 

BLASTX 

gl710780 

502 

6.0e-51 

132 
74 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 

227796 

LIB3189-043-P1-K1-G4 

BLASTX 

g4544399 

546 

5.0e-56 

148 

70 
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NCBI Description 



(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227797 

LIB318 9-04 3-P1-K1-G8 

BLASTX 

gl362105 

379 

2.0e-36 

141 

51 

alcohol dehydrogenase (EC 1.1.1.1) - common tobacco 
(fragment) >gi_551257_emb_CAA57 4 4 6_ (X81853) alcohol 
dehydrogenase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227798 

LIB318 9-043-P1-K1-G9 

BLASTX 

g4115925 

305 

7.0e-28 

137 

36 

(AF118222) contains similarity . to RNA recognition motifs 
(Pfam: PFOO0J6, Score=5 , 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439jemb_CAB40b27.1_ (AL049523) RNA-bindi'ng protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227799 

LIB3189-04 3-P1-K1-H2 

BLASTX 

g3068704 

619 

l.Oe-64 
149 
7 9 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227800 

LIB3189-043-P1-K1-H4 

BLASTX 

g3868853 

183 

l.Oe-13 

60 

63 

(AB013853) GPI-anchored protein [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227801 

LIB318 9-043-P1-K1-H8 

BLASTX 

g3237190 

170 

6.0e-12 

60 

55 

(AB014760) cystein proteinase inhibitor [Cucumis sativus] 



32546 



Seq. No. 

Seq,-: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227802 

.LIB3189-043-P1-K1-H9 

BLASTX 

gl944518 

530 

3.0e-54 

128 

77 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi_3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227803 

LIB318 9-044-P1-K1-A4 

BLASTX 

g2497743 

606 

4.0e-63 

120 

97 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi_999315_bbs_166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutuin=cotton, fiber. Peptide, 120 aa] 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227804 
LIB318 
BLASTX 
g38768 
185 

9.0e-l 

109 

37 

(Z8153 
comes 
gene 
yk374f 



9-044-P1-K1-A5 

65 

4 



4) predicted using Genefinder; cDNA EST EMBL:C08177 
from this gene; cDNA. EST EMBL:C09822 comes from this 
cDNA EST yk359h8.5 comes from this gene; cDNA EST - 
11.5 comes from this gene; cDNA EST yk359h8.3 co 



Seq. No. 


227805 




Seq. ID 


LIB3189-044 


-P1-K1-A8 


Method 


BLASTX 




NCBI GI 


g3522937 




BLAST score 


351 




E value 


3.0e-33 




Match length 


133 




%' identity 


56 ^ 




NCBI Description 


{AC004411) 


unknown protein 


Seq. No. 


227806 




Seq. ID 


LIB3189-044 


-Pl-Kl-Bl 


Method 


BLASTX 




NCBI GI 


-g3759184 




BLAST score 


372 . 




E value 


l.Oe-35 




Match length 


150 




% identity 


53 
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NCBI Description 



(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227807 

LIB3189-04 4-P1-K1-B11 

BLASTX 

g82620 

526 

8.0e-54 

127 

73 

probable serine-type carboxypeptidase (EC 3.4.16.1) 



- wheat 



227808 

LIB3189-04 4-P1-K1-B12 

BLASTX 

g4006829 

238 

6.0e-20 

97 

53 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
227809 

LIB3189-044-P1-K1-B3 

BLASTX 

§729470 

360 

3.0e-34 

99 

72 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA79702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227810 

LIB3189-044-P1-K1-B7 

BLASTX 

g4204281 

231 

4.0e-19 

133 

37 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227811 

LIB3189-044-P1-K1-B8 

BLASTX 

g2811031 

485 

6.0e-49 

143 

68 

BETAINE-ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 

>gi 2109299 gb AAB58165.1 (AF000132) betaine aldehyde 



32548 



dehydrogenase [Amaranthus hypochondriacus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



227812 

LIB3189-04 4-P1-K1-C11 

BLASTX 

g2454182 

355 

l.Oe-33 

131 

60 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

227813 

LIB318 9-04 4-P1-K1-C12 

BLASTX 

g3650032 

237 

7.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

227814 

LIB3189-04 4-P1-K1-C3 

BLASTX 

g3152576 

177 

2.0e-13 

65 

63 

{AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 

227815 

LIB318 9-04 4-P1-K1-C7 

BLASTX 

g4580460 

165 

5.0e-12 

45 

78 

{AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

227816 

LIB3189-044-P1-K1-C9 

BLASTX 

g3861068 

155 

3.0e-10 

52 

54 

(AJ235272) unknown [Rickettsia prowazekii] 



Seq. No. 



227817 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-044-P1-K1-D10 

BLASTX 

g728938 

659 

2.0e-69 

142 

92 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYR0PH0SPHATE-ENERGI2ED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_322841_pir JC1466 inorganic pyrophosphatase 

(EC 3.6.1.1) - barley >gi_285638_dbj_BAA02717_ (D13472) 
inorganic pyrophosphatse ase' [Hordeurti vulgare] 

227818 

LIB3189-044-P1-K1-D12 

BLASTX 

g3757514 

217 

7.0e-18 

74 

64 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

227819 ' " 

LIB3189-044-P1-K1-D3 

BLASTX 

g3182981 

547 

3.0e-56 

132 

80 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D8 64 94) diminuto [Pis\jm sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227820 

LIB318 9-044-P1-K1-D5 

BLASTX 

g2245131 

173 

2.0e-12 

110 

43 

(Z97344) hypothetical protein [Arabidopsis thaliana] 



227821 

LIB3189-04 4-P1-K1-E10 

BLASTX 

gl24224 

427 

3.0e-42 

93 

87 

INITIATION FACTOR 5A-1 
>gi_100345_pir S21060 



(EIF-5A) (EIF-4D) 

translation initiation factor eIF-5A 
- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227822 

LIB3189-044-P1-K1-E11 

BLASTX 

g4185139 

188 

2.0e-24 

79 

63 

(AC005724) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227823 

LIB3189-044-P1-K1-E7 

BLASTX 

g586076 

321 

4.0e-30 

60 

95 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

227824 

LIB3189-04 4-P1-K1-F11 

BLASTX 

g3600033 

397 

l.Oe-38 

140 

54 

(AF080119) contains similarity to the 
the El protein (Pfam: El_N.hinin, score: 
thaliana] 



N terminal domain of 
12 . 36) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227825 

LIB318 9-044-P1-K1-F12 

BLASTX 

g267069 

610 

l.Oe-63 

114 

98 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsi's thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



227826 

LIB3189-04 4-P1-K1-F5 

BLASTX 

g531829 

160 

7.0e-ll 

78 

45 
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NCB I. . D.e s c r ipt i on 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



XU12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

227827 

LIB3189-044-P1-K1-H1 

BLASTX 

gl703380 

479 

3.0e-48 

93 

99 

ADP-RIBOSYLATION FACTOR >gi_11324 83_dbj_BAA04 607_ (D177 60) 
ADP-ribosylation factor [Oryza sativa] 



Seq,. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227828 

LIB3189-04 4-P1-K1-H11 

BLASTX 

g3582328 

158 

l.Oe-10 

118 

14 

(AC005496) hypothetical protein^ [Arabidopsis thaliana] 

227829 ' ■ 

LIB3189-04 4-P1-K1-H5 

BLASTX 

g3702333. 

157 

l.Oe-10 

96 

44 

(AC005397 ) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 227830 

Seq. ID LIB3189-044-P1-K1-H8 

Method BLASTX 

NCBI GI g3646340 

BLAST score 695 

E value 2.0e-73 

Match length 14 9 

% identity 91 

NCBI Description (AJ000763) MADS-box protein [Malus domestica] 

Seq. No. 227831 

Seq. ID .LIB3189-044-P1-K1-H9 

Method BLASTX 

NCBI GI g4455208 

BLAST score 534 

E value 9.0e-55 

Match length 132 

% identity 75 

NCBI Description (AL035440) putative protein [Arabidopsis thaliana] 



227832 

LIB3189-04 5-P1-K1-A11 
BLASTX 



Seq. No. 
Seq. ID 
Method 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideritity 

NCBI Description 



g2191145 
254 

6.0e-22 

115 

50 

(AF007269) 



A_IG002N01.4 gene product [Arabidopsis thaliana] 



227833 

LIB3189-04 5-P1-K1-A12 

BLASTX 

gl23650 

503 ' 

4.0e-60 

142 

85 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 



Seq. No. 


227834 


Seq. ID 


LIB3189-045-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2213626 


BLAST score 


197 


E value 


2.0e-15 


Match length 


97 


% identity 


44 


NCBI Description 


{AC000103) F21J9.18 [Arabidopsis thaliana] 


Seq, No, 


227835 


Seq, ID 


LIB318 9-04 5-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gll73218 


BLAST score 


664 


E value 


7.0e-70, 


Match length 


130 


% identity 


98 


NCBI Description 


403 RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) 




protein S15 [Arabidopsis thaliana] >gi_2150130 




cytoplasmic ribosomal protein S15a [Arabidopsi 


Seq. No. 


227836 


Seq. ID 


LIB3189-045-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


238 


E value 


6.0e-20 


Match length 


75 


% identity 


67 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


227837 


Seq. . ID 


LIB3189-045-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl370198 


BLAST score 


297 



ribosomal 



32553 



E value 
Match length 
% identity 
NCBI - Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No-. 
Seq. ID 
Method 
NCBI GI 



7.0e-27 

83 

76 ' 

(Z73948) RAB8E [Lotus japohicus] 
227838 

LIB3189-04 5-P1-K1-B9 

BLASTX 

gl22007 

452 

5.0e-45 

117 

79 

HISTONE 
>gi_204 
- 149) 



H2A >gi_100161_pir S114 98 histone H2A - parsley 

48_einb_CAA37828_ (X53831) H2A histone protein (AA 1 
[Petroselinum crispum] 



227839 

LIB3189-045-P1-K1-C11 

BLASTX 

g2739044 

581 

3.0e-60 

145 

73 

(AF024 651') polyphosphoinositide binding protein Sshlp 
[Glycine max] 

227840 

LIB3189-04 5-P1-K1-C12 

BLASTX 

g4115925 

453 

4.0e-45 

99 

44 

(AF118222) contains similarity to RNA recognition .motif s^ 
(Pfam: PF00076/^'Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4 5394 39_emb_CAB4 0027. 1_ {AL04 9523) RNA-binding protein 
[Arabidopsis thaliana] 

227841 

LIB3189-04 5-P1-K1-C3 

BLASTX 

g99737 

515 

2.0e-67 

154 

85 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_1618 9_emb_CAA4 6815_ (X66017) 
NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 

227842 

LIB3189-045-P1-K1-C7 

BLASTX 

g3914935 
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BLAST 'score 

E value 

Match length 

% identity 

NCBI Description 



433 

8.0e-43 

152 . 

60 * 

40S RIBOSOMAL PROTEIN SA (P40) >gi_3204099_emb_CAAt)7226 
(AJ006759) ribosome-associated protein p40 [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



227843 
LIB318 
BLASTX 
g37901 
747 

l.Oe-7 

155 

95 

(AF095 
alpha 



9-045-Pl-Kl-DlO 

02. 
9 



521) pyrophosphate-dependent phosphof ructokinase 
subunit [Citrus X paradisi] 



227844 

LIB318 9-04 5-P1-K1-D11 

BLASTX 

gl703115 

504- 

3.0e-51 

95 

97 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis . 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 

227845 

LIB3189-045-P1-K1-D12 

BLASTX 

g3924823 

254 

7.0e-22 
118 
4 6 

(Z83113) cDNA EST yk491all.5 comes from this gene; cDNA EST 
yk4 91all.3 comes from this gene [Caenorhabditis elegans] ■ 

227846 

LIB3189-045-P1-K1-E11 

BLASTX 

g3694872 

488 

3.0e-49 

116 

79 

(AF092547) profilin [Ricinus communis] 
227847 

LIB318 9-04 5-P1-K1-E12 

BLASTX 

g2760837 
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BLAST score ' 
E value. 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



697 

9.0e-74 

155 : - . 

83 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
227848 

LIB3189-045-P1-K1-E3 

BLASTX 

g4457219 

161 

6.0e-ll 

83 

47 

(AF127796) acyl carrier protein [Capsicum chinense] 
227849 

LIB3189-045-P1-K1-E6 

BLASTX 

gl350956 

511 

5.0e-52 

108 

93 

40S RIBOSOMAIr PROTEIN S20 (S22) 
227850 

LIB3189-045-P1-K1-E8 

BLASTX 

g2462929 

173 

7.0e-13 

63 

51 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
227851 

LIB3189-045-P1-K1-E9 

BLASTX 

g2811278 

196 

l.Oe-15 

36 
94 

(AF043284) expansin [Gossypium hirsutum] 
227852 

LIB3189-04 5-P1-K1-F10 

BLASTX 

g4008006 

450 

9.0e-45 \ 

155 

57 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

S e (3. I D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227853 

LIB318 9-045-P1-K1-F12 

BLASTX 

g3894158 

326 

3.0e-30 

119 

48 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



227854 

LIB3189-04 5-P1-K1-F3 
BLASTX 
gl 1-7-318 7 
607 

3.0e-63 
120 
96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

227855 . 

LIB318 9-045-P1-K1-F4 
BLASTX 
g464986 
336 

8.0e-32 
62 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 -Arabidopsis thaliana 

>gi_297884_emb_^CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog "'[Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

227856 

LIB3189-045-P1-K1-F5 

BLASTX 

g548847 

168 

3.0e-13 

46 

96 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_22524 8_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



UBIQUITIN-PROTEIN 
UBCAT4B) 
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Seq. No. 227857 

Seq. ID LIB3189-045-P1-K1-F9 

Method . BLASTX ... 

NCBI GI g3169182 

BLAST score 328 

E value l.Oe-30 

Match length 72 

% identity 83 

NCBI Description (AC004401) unknown protein [Arabidopsis thaliana] 

Seq. No. 227858 

Seq. ID LIB3189-045-P1-K1-G1 

Method BLASTX 

NCBI GI gl553133 

BLAST score 150 

E value l.Oe-09 

Match length 153 

% identity 12 

NCBI Description (U64722) actin-f ragmin kinase [Physarum polycephalum] 

Seq, No. 227859 

Seq. ID LIB3189-045-P1-K1-G10 

Method BLASTX 

NCBI GI g3451p69 

BLAST score 290 

E value 4.0e-26 

Match length 122 

% identity 44 

NCBI Description {AL031326) hypothetical protein [Arabidopsis thaliana] 

Seq. 'No. 227860 

Seq. ID LIB3189-045-P1-K1-G11 

Method BLASTX 

NCBI GI g4490733 

BLAST score 210 

E value 5.0e-17 

Match length 98 

% identity 4 6 '" 

NCBI Des.cription (AL035709) putative protein [Arabidopsis thaliana] 

Seq. No. 227861 

Seq. ID LIB3189-045-P1-K1-G12 

Method BLASTX 

NCBI GI g4467151 

BLAST score 413 . 

E value 2.0e-40 

Match length 144 

% identity 60 

NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 

Seq. No. 227862 

Seq, ID LIB3189-045-P1-K1-G6 

Method BLASTX 

NCBI GI g3860272... 

BLAST score 329 

E value 4.0e-31 

Match length 7 6 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq". ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.,. No. 

Seq. lb 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



87 

(AC005824) putative suppressor protein [Arabidopsis 
thaliaha] >gi_4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

227863 

LIB3189-04 5-P1-K1-G8 

BLASTX 

g4337210 

159 

5.0e-ll 

57 

56 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
227864 

LIB3189-045-P1-K1-G9 

BLASTX 

g2815246 

218 

l.Oe-17 

55 

71 

{X95709)- class I type 2 metallothionein [Cicer arietinum] 
227865 

LIB3189-04 5-P1-K1-H11 

BLASTX 

gl703275 

'272 

6.0e-24 

54 

89 

METHIONINE AMINOPEPTIDASE 2 (METAP 2) (PEPTIDASE M 2) 
(INITIATION FACTOR 2 ASSOCIATED 67 KD GLYCOPROTEIN) (P67) 

227866 . . ^ 

LIB3189-045-P1-K1-H12 

BLASTX 

gl23650 

513 

2.0e-52 

102 

96 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_8224 5_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_einb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

227867 

LIB3189-045-P1-K1-H5 

BLASTX 

g2497742 

189 . 

l.Oe-14 

35 

100 
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NCBI- Description NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 

>gi_995907 (U15153) nonspecific lipid transfer protein 
precursor [Gossypium hirsutum] 



Seq. No. 


227868 


Seq. ID 


LIB3189-045-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3176669 


BLAST score 


178 


E value 


6.0e-13 


Match length 


• 118 


% identity 


38 


NCBI Description 


(AC004393) End is cut off. [Arabidopsis thaliana] 


Seq. No. 


227869 


Seq. ID 


LIB318 9-045-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2253583 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


74 


.% identity 


53 


NCBI Description, 


(U78721) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


227870 


beq, ID 


LIB318 9-04 6-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl408471 


BLAST score 


521 


E value 


4.0e-53 


Match length 


136 


% identity 


74 


NCBI Description 


(U48 938) actin depolymerizing factor 1 [Arabidopsis 




thaliana] >gi_3851707 {AF102173) actin depolymerizing 




factor 1 [Arabidopsis thaliana] 


Seq. No. 


227871 


Seq. ID 


LIB318 9-04 6-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3668082 


BLAST score - 


451 


E value 


7.0e-45 


Match length 


129 


% identity 


71 


NCBI Description 


(AC.004 667) putative DALl protein [Arabidopsis thaliana] 


Seq. No. 


227872 


Seq. ID 


LIB318 9-04 6-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


651 


E value 


2.0e-68 


Match length 


152 


% identity 


79 


NCBI. Description 


{AF085149) putative aminotransferase [Capsicum chinense] 


Seq. No. 


227873 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB318 9-04 6-P1-K1-A8 

BLASTX 

g4165550 

191 

8.0e-25 

73 

70 

(AJ004915) 



apgm [Malus domestica] 



227874 

LIB318 9-04 6-P1-K1-B11 

BLASTX 

g3876865 

171 

3.0e-12 

99 

36 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

227875 

LIB3189-046-P1-K1-B12 . 

BLASTX - " 

g4567285 

150 

3.0e-10 

38 

82 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
227876 

LIB318 9-04 6-P1-K1-B2 

BLASTX 

g2443878 

255 

6.0e-22 

126 

49 

{AC002294) Unknown protein [Arabidopsis thaliana] 
227877 

LIB318 9-04 6-P1-K1-B8 

BLASTX 

g3924596 

278 

l.Oe-24 

78 

73 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

227878 

LIB318 9-04 6-P1-K1-C5 

BLASTX 

gl617036 
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BLAST score. 


250 


E value 


2.0e-21 


Match length 


70 


% identity 


74 


NCBI Description 


(■Y08624) 


Seq. No. 


227879 


Seq. ID 


LIB3189- 


Method 


BLASTX 




gz DoU dd4 


BLAST score 


532 


E value 


2.0e-54 


Match length 


151 


% identity 


70 


NCBI Description 


(AC00234 


Seq. No. 


227880 


Seq. ID 


LIB3189- 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


64 3 


E value 


2.0e-67 


Match length 


TOO 


% identity 


97 


NCBI Description 


TUBULIN . 




tubulin < 




(M84696) 




(M84697) 


Seq. No. 


227881 


Seq. ID 


LIB3189-i 


Method 


BLASTX 


NCBI GI 




BLAST score 


261 


E value 


3.0e-23 


Match length 


65 


% identity 


74 


NCBI Description 


{Z97340) 



-Dl 



046-Pl-Kl-Dll 



VLPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
ilpha chain - Arabidopsis thaliana >gi_166914 
apha-2 tubulin [Arabidopsis thaliana] >gi_l 66916 
alpha-4 tubulin [Arabidopsis thaliana] 



-D12 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227882 

LIB3189-04 6-P1-K1-D3 

BLASTX 

g3851636 

460 

3.0e-46 

108 

81 

{AF098519 
{AF056316 



unknown [Avicennia .marina] >gi_4 128206 
40S ribosome protein S7 [Avicennia marina] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



227883 

LIB3189-04 6-P1-K1-D4 

BLASTX 

g2894596 

213 

2.0e-17 
58 
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% Identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

{AL021889) putative protein [Arabidopsis thaliana] 
227884 

LIB3189-04 6-P1-K1-D7 

BLASTX 

g2149051 

259 

4.0e-27 

85 ' 
78 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptipn 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score . 
E value 
Match length 



227885 

LIB318 9-04 6-P1-K1-D8 

BLASTX 

g2149051 

252 

4.0e-22 

49 

98 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 

227886 . * ' 

LIB318 9-04 6-P1-K1-E1 

BLASTX 

g464621 

151 

8.0e-10 

38 

76 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi__280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[.Mesembryanthemum" crystallinum] _ 

227887 

LIB3189-04 6-P1-K1-E12 

BLASTX' 

g303750 

263 

3.0e-37 

95 

93 

■(D12548) GTP-binding protein [Pisum sativum] 

>gi_738 94 0_prf 2001457H GTP-binding protein [Pisum 

sativum] 

227888 

LIB318 9-04 6-P1-K1-E7 

BLASTX 

g2911050 

182 

2.0e-13 
106 



32563 



% identity* 

NCBi Description 

Seq. No. ... . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

(AL021961) putative protein [Arabidopsis thaliana] 
227889 

LIB3189-04 6-P1-K1-E9 

BLASTX 

g2511689 

337 

l.Oe-31 

97 

61 

(Z99952) cysteine proteinase precursor [Phaseolus vulgaris] 
227890 

LIB318 9-04 6-P1-K1-F11 

BLASTX 

g232024 

705 

9.0e-75 

136 

96 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Go'ssypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

227891 

LIB3189-04 6-P1-K1-F12 

BLASTX 

g2924520 

501 

7.0e-51 

106 

92 

(AL022023) . "'plasma- membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] ^ 



Seq. No. 


227892 


Seq, ID 


LIB318 9-04 6-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


401 


E value 


3.0e-39 


Match length . 


121 


% identity 


68 


NCBI Description • 


{AF043284) expansin' [Gossypium. hirsutum^ 


Seq. No. 


227893 


Seq. ID 


LIB318 9-04 6-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


357 


E value 


3.0e-34 


Match length 


74 


% identity 


93 


NCBI /Description 


(D63581) EF-1 alpha [Oryza sativa] 
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Seq. No. 


227894 




Seq-. ID 


LIB318 9-04 6-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


gl256771 




BLAST score 


186 




E value 


4.0er-15 




Match length 


68 




% identity 


68 




NCBI Description 


(U51270) C0P9' [Spinacia oleracea] 




Seq. No. 


227895 




Seq. ID 


LIB3189-04 6-P1-K1-F7 




Method 


BLASTX 




NCBI GI 


g4204313 




BLAST score 


331 




E value 


5.0e-31 




Match length 


73 




% identity 


88 




NCBI Description 


(AC003027) Icl prt seq No definition line found 


^ - 




[Arabidopsis thaliana] 




Seq. No. ' 


227896 




Seq. ID 


LIB318 9-04 6-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


g559005 




BLAST score 


406 


E 


E value 


9.0e-40 




.Match length 


106 




% identity 


75 


i— a. 


NCBI Description 


(U15933) ascorbate peroxidase [Nicotiana tabacum] 




Seq. No. 


227897 




Seq. ID 


LIB318 9-04 6-P1-K1-G1 


r*i 


Method 


BLASTX 




NCBI GI 


g399940 




BLAST score 


140 




E value 


4.0e-09 




Match length 


56 




% identity 


59 




NCBI Description 


MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 



>gi 100004 pir . S25Q05 heat shock protein, 70K - kidney 
bean >gi_22636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227898 

LIB318 9-04 6-P1-K1-G11 

BLASTX 

g3128228 

589 

4.0e-61 

128 

87 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI Gl ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227899 

LIB3189-046-P1-K1-G3 

BLASTX 

g3158376 

479 

3.0e-48 

131 

74 

(AF035385) unknown [Arabidopsis thaliana] 
227900 

LIB3189-046-P1-K1-G5 

BLASTX 

gl632831 

531 

2.0e-54 

114 

91 

(Z49698) orf [Ricinus communis] 



227901 

LIB3189-04 6-P1-K1-G6 

BLASTX 

g2832649 

603 

l.Oe-62. - 

154 

73 

(AL021710) adenylosuccinate lyase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBi; GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227902 

LIB318 9-04 6-P1-K1-G7 

BLASTX 

g399940 

339 ' 

5.0e-33 

100 

82 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA47345_ {X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 

227903 

LIB3189-04 6-P1-K1-G8 

BLASTX 

g3913925 

196 

5.0e-15 

117 

41 

ACID BETA-FRUCTOFURANOSIDASE AIV-18 (ACID 

SUCROSE-6-PHOSPHATE HYDROLASE) (ACID INVERTASE) >gi_1857714 
(U87849) acid beta-f ructosidase [Capsicum annuum] 



Seq. No. 



227904 
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Seq. ID 
'Method"- 
N.CBI .GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 
:Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
■Method 
NCBI GI 
BLAST score 
E value " 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3189-04 6-P1-K1-H5 

BLASTX 

gl743354 

177 

5.0e-13 

39 

82 

(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 
227905 

LIB3189-04 6-P1-K1-H6 

BLASTX 

g3915031 

271 

3.0e-24 

80 

66 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

227906 

LIB3189-04 6-P1-K1-H7 

BLASTX 

g3395436 

261 

l.Oe-22 . 

128 

39 

(AC004 683) unknown protein [Arabidopsis thaliana] 
227907 

LIB3189-047-P1-K1-A12 

BLASTX 

gl69459 

247 

6.0e-21 

96 

51 

(M18538)- pop3 peptide [Populus balsamifera subsp. 
trichocarpa X Populus deltoides] 

227908 

LIB318 9-047-P1-K1-A3 

BLASTX 

g2811278 

500 

l.Oe-50 

110 

83 

(AF043284) expansin [Gossypium hirsutum] 
227909 

LIB3189-047-P1-K1-A4 

BLASTX 

g2129473 
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m 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST'- score 

E value 

Match length 

% identity 

NCBI Description 



259 

2.0e-22 
94 

52 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

227910 

LIB318 9-047-P1-K1-A6 

BLASTX 

gll73018 

260 

l.Oe-22 

84 

67 

60S RIBOSOMAL PROTEIN L2 >gi_1076399_pir S54250 ribosomal 

protein L2 - Arabidopsis thaliana >gi_7 98818_emb_CAA604 45_ 
(X86765) 60S ribosomal protein L2 [Arabidopsis thaliana] 

227911 

LIB3189-047-P1-K1-A7 

BLASTX 

gl431629 

267 

6.0e-24 

69 

71 

(X99348) pectinacetylesterase precursor [Vigna radiata] 



Seq. No. 


227912 


Seq. ID 


LIB318 9-047-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


357 


E value 


3.0e-34 


Match length 


78 


% identity 


83 ' 


NCBI Description 


(AC004401) unknown protein [Arabidopsis thaliana] 


Seq. No. 


227913 


Seq. ID 


LIB3189-047-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


263 


E value 


l.Oe-24 


Match length 


78 


% identity 


79 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 



Seq. No. 227914 

Seq. ID LIB3189-047-P1-K1-B3 

Method BLASTX 

NCBI GI g3860323 

BLAST score 355 

E value 8.0e-34 

Match length 78 

% identity 83 



32568 



NCBI Description 



(AJ012688) hypothetical protein [Cicer arietiniim] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227915 

LIB3189-047-P1-K1-B5 

BLASTX 

g507275 

178 

6.0e-13 

105 

40 

(L34159) NADPH: quinone oxidoreductase/zeta crystallin [Lama 
guanicoe] 

227916 

LIB318 9-047-P1-K1-C10 

BLASTX 

gll74592 

611 

l.Oe-63 

118 

96 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 MU12589) alpha-tubulin [Pisum 
sativuml 



Seq. No. 


227917 


Seq. ID 


LIB318 9-047-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


344 


E value 


2.0e-32 


Match length 


127 


% identity 


58 


NCBI Description 


(AC005168) unknown protein 


Seq. ^.^ No. 


227918 


Seq,*" ID 


LIB318 9-047-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll74592 


BLAST score 


655 


E value 


2.0e-78 


Match length 


157 


% identity 


99 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi ; 




- garden pea >gi_525332 (U: 




sativum] 


Seq. No. 


227919 


Seq. ID 


LIB3189-047-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl36739 


BLAST score 


379 


E 'value 


. 3.0e-46 


Match length 


120 


% identity 


81 



_pir S60233 alpha-tubulin 



NCBI Description 



UT P~GLUCOSE- 1 - PHOS PHATE URI DYLYLTRANS FERASE ( UDP-GLUCOSE 
PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



OTP — glucose-l-phosphate uridyl yltrsnsf erase (EC 2.7.7.9) - 
potato >gi__218001_dbj_BAA00570_. (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

227920 

LIB3189-04 7-P1-K1-C9 

BLASTX 

g3924823 

219 

9.0e-18 

71 

54 

(Z83113 
■yk4 91al 



) cDNA EST yk491all.5 comes from this gene; cDNA EST 
1.3 comes, from this gene [Caenorhabditis eieg.ans] ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227921 

LIB318 9-047-P1-K1-D12 

BLASTX 

gl352316 

212 

5.0e-25 

79 

62 

DRl PROTEIN HpMOLOG >gi_633026_dbj._BAA07288__ (D38110) Drl 
.[Arabidopsis thaliana] ^ ' 

227922 

LIB3189-047-P1-K1-D2 

BLASTX 

g3894191 

174 

2.0e-12 

66 

50 

(AC005662) unknown protein [Arabidopsis thaliana] 
227923 ' 

LIB3189-04 7-P1-K1-D3.. 

BLASTX 

g3080417 

212 

4.0e-17 

55 

87 

(AL022604) putative protein [Arabidopsis thaliana] 
227924 

LIB318 9-047-P1-K1-D4 

BLASTX 

gl086249 

273 

5.0e-24 
123 

45 . ■ 

subtilisin-like protease - Alnus glutinosa 

>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 
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Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227925 

LIB3189-047-P1-K1-E10 - '■ 

BLASTX 

g4185153 

238 

5.0e-20 

103 

50 

(AC005724) hypothetical protein [Arabidopsis thaliana] 
227926 

LIB3189-047-P1-K1-E11 

BLASTX 

g71634 

716 

5.0e-76 

135 

99 

actin 1 - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227927 

LIB3189-047-P1-K1-E12 

BLASTX 

g4538920 

324 

4 .Oe-30 

107 

46 

(AL049483) 
thaliana] 



nitrogen fixation like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E Value 

Match length 

% identity 

NCBI Description 



227928 

LIB3189-047-P1-K1-E2 

BLASTX 

gll68728 

358 

4.0e-34' 
77 

90- 

C I NNAMYL- ALCOHOL DEHYDROGENASE 1 (CAD) >gi__598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227929 

LIB3189 

BLASTX 

g729974 

468 

7.0e-47 

121 

71 

FLORAL 
PROTEIN 
garden 
petal) 



-047-P1-K1-E3 



HOMEOTIG PROTEIN PMADSl {GREEN PETAL HOMEOTIC 

>gi_322773_pir S31693 transcription factor gp - 

petunia >gi_2266.5__emb^CAA4 95.67_ (X69946) GP (green 
[Petunia x hybrida] ^ 



Seq. No. 



227930 



32571 



Seq. ID 


LIB318 9-047-P1-K1-E4 


Method ■ 


BLASTX 


NCBI GI 


gl32944 


BLAST score 


524 


E value 


2 . Oe-53 


Match length 


115 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 81658 pir JQ0772 ribosomal 




protein L3 (ARP2) - Arabidopsis thaliana >gi 806279 




(M32655) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


227931 


Seq, ID 


LIB3189-047-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3805845 


BLAST score 


233 


E value 


2.0e-19 


Match length 


83 


% identity 


60 


NCBI Description 


(AL031986) putative protein [Arabidopsis thaliana] 


Seq. No. 


227932 


Seq. ID 


LIB318 9-047-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g440.6774 


BLAST score 


192 


E value 


l.Oe-14 


Match length 


55 


% identity 


67 


NCBI Description 


(AC006836) putative nonsense-mediated mRNA decay protein. 




5* partial [Arabidopsis thaliana] 


Seq. No. 


227933 


Seq. ID 


LIB318 9-047-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


374 


E value 


4.0e-38 


Match length 


132 , 


% identity 


59 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


227934 


Seq. ID 


LIB318 9-047-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3024017 


BLAST score 


380 --^^ 


E value 


9.0e-40 


Match length 


94 


% identity 


91 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 




(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 




initiation factor elF-lA [Onobrychis viciifolia] 


Seq. No. 


227935 


Seq. ID 


LIB3189-047-P1-K1-F2 



Method BLASTX 

32572 



NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI'.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2811278 
756 

l.Oe-80 

155 

90 

{AF0432841 



expansin [Gossypium hirsutum] 



Seq. No. 
Seq. ID 



227936 

LIB3189-047-P1-K1-F6 

BLASTX 

g231586 

462 

2.0e-46 

108 

86 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi 82027 pir S20504 H+-transporting ATP synthase (EC 
3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ {X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

227937 

LIB3189-047-P1-K1-F7 

BLASTX 

g2995384 

142 

2.0e-09 - 

41 

68 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
227938 

LIB318 9-047-P1-K1-F8 

BLASTX 

g3600032 

208 

l'.04-16 

59 

68 

(AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B. hmm, score: 10.89) [Arabidopsis thaliana] 

227939 

LIB3189-047-P1-K1-F9 

BLASTX 

gll76658 

256 

3.0e-24 

139 

41 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

227940 

LIB3189-047-P1-K1-G5 
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Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ""score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq; No. 
Seq. ID 
Method 



BLASTX 
g4337175 

266 . ' 

l.Oe-23 

82 ..^r^... 

62 

{AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb__R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb__AA720210 come from this gene. [Arabidopsis thaliana] 

227941 

LIB318 9-047-P1-K1-G7 

BLASTX 

g3334113 

300 

2.0e-27 

63 

90 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 {U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

227942 ^ 

LIB3189-047-P1-K1-G9 

BLASTX 

gl703375 

405 

8.0e-40 

84. 
93 

ADP-RIBOSYLATION FACTOR 1 >gi_9654 83_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 

227943 

LIB3189-047-P1-K1-H1 
BLASTX ' 
gl213629 
660 

2.0e-69 

15,3 
78 

(X95991) pectinesterase [Prunus persica] 
227944 

LIB318 9-047-P1-K1-H2 

BLASTX 

g3264828 

721 

l.Oe-76 

149 

93 

{AF072404) cotton fiber expressed protein 1 [Gossypium 
hirsutum] 

227 94'5 

LIB3189-047-P1-K1-H3 
BLASTX 



3.2574 



NCBI GI 
BLAST score 
. E value 
Match. length 
%• identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

NIatch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2702281 
251 

8.0e-22 

58 

43 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

227946 

LIB318 9-047-P1-K1-H5 

BLASTX 

gll73218 

271 

3.0e-24 . 

55 

96 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

227947 

LIB3189-047-P1-K1-H6 

BLASTX . ■ ' 

g2244826 

357 

5.0e-34 

100 

72 

{Z97336) replication control protein homolog [Arabidopsis 
thaliana-] 

227948 

LIB318 9-047-P1-K1-H8 

BLASTX 

g3264832 

326 

9.-.0e-31 
76 

86 ^ , . 

(AF072406) cotton fiber expressed protein 3 [Gossypium 
hirsutum] 

227949 

LIB3189-047-P1-K1-H9 

BLASTX 

g2702281 

183 

6.0e-14 

49 

43 

{AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

227950 " . - 

LIB318'9-048-Pl-Kl-Al' 

BLASTX 

g464986 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ^ 

% identity 

NGBI Descriptdon 



242 - - ' ' 

4.0e-39 

82 

95 . .. ' 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) {UBCAT4B) 

>gi_421857_pir S32674. ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884__emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391__emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 455355_emb_CAB367 65. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



227951 
LIB318 
BLASTX 
gl3177 
568 

l.Oe-5 

143 

80 

40S RI 
>gi_82 
maize 



9-048-Pl-Kl-All 
3 



BOSOMAL- PROTEIN 814 (CLONE MCH2) ' 
724 pir .B30Q97 ribosomal protein S14 



(clone MCH2) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description" 



■Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227952 

LIB318 9-04 8-P1-K1-A2 

BLASTX 

g2244847 

171 

l.Oe-12 

58 

55 

{Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

227953 

LIB318 9-04 8-P1-K1-A5 

BLASTX 

g4559358 

122 

l.Oe-10 
73 

.48 - ' . 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



227954 

LIB3189-048-P1-K1-A6 

BLASTX 

g3377797 

592 

2.0e-61 
146 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A.'"thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604'6; coded for by A., thaliana cDNA T44067; coded for . by 
A. thaliana cDNA T14056; coded* for by A. thaliana cDNA 
R90691 [Ara 

227955 

LIB3189-04 8-P1-K1-A8 

BLASTX 

gl20669 • 

557 

2.0e-57 

120 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi__66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_einb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

227956 

LIB3189-04 8-P1-K1-A9 

BLASTX 

g3668G89 

230 

4.0e-19 

85 

48 

(AC004667) .unknown protein [Arabidopsis thaliana] 



227957 

LIB3189 

BLASTX 

g267069 

182 - 

2.0e-13 

42 

79 

TUBULIN 
tubulin 
(M84696 
(M84697 



■048-P1-K1-B4 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir_JQ1594 
alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi__16691( 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



227958 

LIB3189-048-P1-K1-B9 

BLASTX 

g2462'825 

266 

3.0e-23 

91 

59 

(AF000657) contains Procite . ' RNPl " 
region [Arabidopsis thaliana] 

227959 

LIB3189-04 8-P1-K1-C10 



putative RNA-binding 



32577 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3876865 

168 

l.Oe-11 

91 

37 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll,5 comes from this gene; cDNA EST yk359h8.3 co 

227960 

LIB318 9-04 8-P1-K1-C9 

BLASTX 

g465820 

477 

6,0e-48 

127 

66 

HYPOTHETICAL 18.5 KD PROTEIN C40H1,6 IN CHROMOSOME III 

>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA7 9557_ (Z19154) 
Q4 0H1.6 [Caenorhabditis elegans] 



Seq. No. ' 


227961 


Seq. ID 


LiB3189-048 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


139 


E value 


l.Oe-08 


Match length 


83 


% identity 


41 


NCBI Description 


{AC006260) 


Seq. No. 


227962 


Seq.. ID 


LIB3189-048 


Method 


BLASTX 


NCBI GI 


gl702986 


BLAST score 


502 


E value 


7.0e-51 


Match length 


129 


% identity 


81 


NCBI Description 


14-3-3-LIKE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
-% identity 
NCBI Description 



.OTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

227963 ... - 

LIB318 9-048-P1-K1-D12 

BLASTX 

g2129769 

497 

2.0e-50 
110 ■ 

82 - . ' ' 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 



32578 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227964 

LIB3189-048-P1-K1-D6 

BLASTX 

g400054 

172 

9.0e-13 

59 

58 

DIHYDROXY-ACID DEHYDRATASE (DAD) >gi__4 8 6729_pir S35137 

probable phosphogluconate dehydratase (EC. 4 .2.1.12) - 
Lactococcus lactis subsp. lactis >gi_2565156 (U92974). IlvD 
[Lactococcus lactis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227965 

LIB3189-048-P1-K1-D9 

BLASTX 

g3876865 

161 

5.0e-ll 

73 

.40 

{Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST ■ 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

227966 

LIB3189-048-P1-K1-E11 

BLASTX 

g2499710 

270 

4.0e-24 

82 

44 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

227967 

LIB3189-048-P1-K1-E12 

BLASTX 

gl346735 

665 

6.0e-70 

149 

81 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S4 9647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_4 74170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 

227968 

LIB318 9-048-P1-K1-E2 

BLASTX 

g2833386 



32579 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211 

5.0e-17 

71 

66 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493_pir S62724 ribulose-phosphate 3-epinierase 

5.1.3.1) precursor - spinach >gi__1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi_3264788 (AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227969 

LIB3189-04 8-P1-K1-E3 

BLASTX 

g2642238 

211 

4.0e-17 

66 

67 

(AF031241) endoplasmic reticulum HSC70-cognate binding 
protein precursor [Glycine max] 



Seq. No. 

Seq, . ID 
Method 
NCBI GI 
"BLAST score 
E value 
Match length 
% identity 
NCBI Description 



227970 

LIB318 9-048-P1-K1-E8 

BLASTX 

g729618 

552 

l.Oe-62 

143 

81 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 

2) >gi_82172_pir PQ0262 luminal binding protein BLP-2 - 

common tobacco (fragment) >gi_100338_pir S21878 heat shock 

protein BiP homolog blp2 - common tobacco (fragment) 
>gi_19807_emb_CAA42661_ (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

-E value 

Match length ' 

% identity 

NCBI Description 



227971 

LIB3189-048-P1-K1-F1 

BLASTX ' 

g267069 

695 

l.Oe-73 

130 

98 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227.972 

LIB3189-04 8-P1-K1-F3 

BLASTX 

g541951 



32580 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
^NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%, identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

4.0e-12 

86 

42 

SPCP2 protein - soybean >gi_310578 {L12258) nodulin-26 
[Glycine max] 

227973 

LIB3189-048-P1-K1-F4 

BLASTX 

g4510347 

221 

5.0e-18 

77 

60 

{AC006921) hypothetical protein [Arabidopsis thaliana] 
227974 

LIB3189-048-P1-K1-F5 

BLASTX 

g4510347 

144 

l.Oe-16 

98 

56 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
227975 ■ 

LIB3189-048-P1-K1-G11 ^ , 

BLASTX 

g3123271 

477 

3.0e-49 

106 

87 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

227976 

LIB3189-048-P1-K1-G3 

BLASTX 

g231660 

370 

2.0e-35 

150 

53 

HYPOTHETICAL- 22 6 KD PROTEIN (ORE 1901) 
227977 

LIB3189-048-P1-K1-G6 

BLASTX 

g3650032 

219 

4.0e-18 

52 

63 

(AC005396) gibberellin-regulated protein GASTl-like 



32581 



[Arabidopsis thaliana] 



Seq. No. 

Seq. id' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227978 - 

•LIB318 9-048-P1-K1-G7 . 
BLASTX 
g3122060 
175 

4.0e-13 

46 

76 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_2598 657_emb_CAA10847_ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 

227979 

LIB318 9-04 8-P1-K1-G8 

BLASTX 

g3834307 

415 

l.Oe-40 

149 

57 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

227980 

LIB3189-048-P1-K1-H3 

BLASTX 

g3299896 

436 

3.0e-43 

102 

74 

(AF020390) beta-galactosidase [Lycopersicon esculentum] 
227981 

LIB318 9-048-P1-K1-H6 

BLASTX 

g2851508 

237 

2.0e-20 

56 

75' 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein ■L21 (gb_L38826) . ESTs 

gb_AA395597/gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



227982 

LIB318 9-048-P1-K1-H9 

BLASTX 

gl332579 

522 

3.0e-53 



32582 



Match length 113 

% identity 10 

NCBI Description (X98063) polyubiquitin [Pinus, sylvestris] 

Seq. No. 227983 

Seq. ID LIB3189-049-P1-K1-A11 . 

-Method BLASTX 

NCBI GI g2651310 

BLAST score 358 

E value 5.0e-34 

Match length 145 

% identity 4 6 

NCBI Description (AC002336) putative PTR2-B peptide transporter [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



227984 

LIB318 9-04 9-P1-K1-A12 

BLASTX 

g2244888 

194 

5.0e-15 

83 

46 

{Z97338) similarity to cytochrome P450 [Arabidopsis 
thaliana] • , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ■ length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227985 

LIB3189-04 9-P1-K1-A2 

BLASTX 

g3522929 

681 

5.0e-72 

150 

89 

(AC002535) putative dTDP-glucose 4:-6-dehydratase 
.[Arabidopsis thaliana] ;>gi_3738279 .(AC0.05309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

227986 

LIB318 9-04 9-P1-K1-A3 ' " 

BLASTX 

g2493144 

248 

l.Oe-21 

66 

79 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
{clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsi 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



227987 

LIB318 9-04 9-P1-K1-A6 

BLASTX 

gl545805 



32583 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
i: Seq. ID 
^ Method 
■-^ NCBI GI 
O. .BLAST score 

E value 
frk Match length 

% identity 
^ NCBI Description 



208 . . 

9.0e-17 

76 

57 ■ 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
227988 

LIB318 9-04 9-P1-K1-A7 

BLASTX 

g549061 

405 

2.0e-39 

112 

71 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-l-ZETA) (CCT-ZETA) 

(CCT-ZETA-1) >gi_631655_pir S43063 CCT (chaperonin 

containing TCP-1) zeta chain - mouse 
>gi_468554_emb_CAA83432_ (Z31557) CCT (chaperonin 
containing TCP-1) zeta subunit [Mus musculus] 

227989 

LIB3189-04 9-P1-K1-A8 

BLASTX 

gL703318 

536 

7.0e-55 
14 8 

30 , ^ . 

ANNEXIN-LIKE PROTEIN RJ4 ' >gi_1362037_pir S56674 annexin 

homolog RJ4 (clone RJ4) - garden strawberry (fragment) 
>gi_643076 (U19941) annexin [Fragaria x ananassa] 



Seq. No. 


227990 


Seq. ID 


LIB3189-04 9-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


148 


E value 


2.0e-09 


Match length 


125 


% identity 


30 


NCBI Description 


(Z97341) hypothetical 


Seq. No. 


227991 


Seq. ID 


LiB3189-04 9-Pl-Kl-B12 


Method 


BLASTX 


NCBI GI 


g71498 


BLAST score 


391 


E value 


6.0e-38 


Match length 


113 


% identity 


67 


NCBI Description 


heat shock protein 17. 


Seq. No. 


227992 


Seq. ID ^ . 


LIB3189-04 9-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


145 



32584 



E value 
Match length 
% identity ' 
NCBI Descr-iptioh 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-09 
49 
61 

(AC006416) 
gblT04111, 
gb_R90004, 

gb_AA720210 come from this gene 



ESTs" gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 

[Arabidopsis thaliana] 



227993 

LIB318 9-04 9-P1-K1-B6 

BLASTX 

g267070 

661 

l.Oe-69 

135 

95 

TUBULIN ALPHA-6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi_224 4 853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227994 

LIB318 9-04 9-P1-K1-B8 

BLASTX 

g2'695861 

139 

6.0e-09 

42 
67 

(Y14272) 3-deoxy-D-manno-2-octulosonate-8 -phosphate 
synthase [Pisum sativum] >gi_26958 63_emb_CAA74 645_ (Y14273) 
3-deoxy-D-manno-2-octulosonate-8 -phosphate synthase [Pisum 
sativum] 



Seq. No. 


227995 




Seq. ID 


LIB3189-049-P1- 


-Kl-ClO 


Method 


BLASTX 




NCBI GI 


g2642215 




BLAST score 


254 




E value 


8.0e-22 




Match length 


75 




% identity 


69 




NCBI Description 


{AF030386) NOI 


protein 


Seq. No. 


227996 




Seq. ID. 


LIB3189-049-P1- 


-K1-C6 ' 


Method 


BLASTX 




NCBI GI 


g3367576 




BLAST score 


497 




E value 


3. Oe-50 




Match length 


127 




% identity 


70 • 




NCBI Description 


(AL031135) NAM 


/ CUC2 


Seq. No. 


227997 




Seq. ID 


LIB3189-049-P1- 


-K1-C7 



32585 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 
gl931639 

277 • 

l.Oe-24 

120 

42 

(U95973) lysophospholipase isolog [Arabidopsis thaliana] 
227 998 

LIB3189-04 9-P1-K1-C8 

BLASTX 

g586076 

375 

2.0e-36 

73 

93 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

227999 

LIB318 9-04 9-P1-K1-D1 
BLASTX 
-g3915031 
659 

l.Oe-77 
147 

96 - • 

ACYL-[ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_ertib_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

228000 

LIB3189-049-P1-K1-D8 ' ^ ' 

BLASTX 

g542157 

642 

3.0e-67 

148 

80 

ribosomal 5S RNA-binding protein - Rice 
228001 

LIB3189-04 9-P1-K1-E11 

BLASTX 

g2.982318 

311 

5.0e-29 

66 

86 

{AF051244) probable 60S ribosomal protein L15 [Picea 
itiariana] 

228002 

LIB3189-G4 9-P1-K1-E2 
BLASTX 



32586 



NCBI GI 
BLAST score 
E value 
Match length 
% identity . 
NCBI Description 



gl702983 
328 

l.Oe-30 

104 

58 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_einb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
X ananassa] >gi_927034 (L441'42) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228003 

LIB318 9-04 9-P1-K1-E7 

BLASTX 

g586076 

615 

3.0e-64 

120 

95 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ {X70184) Beta 
tubulin 1 [Lupinus albus] 



s 


Seq. No. 


228004 ^. 




Seq. ID 


LIB3189-04 9-P1-K1-F10 




Method ^ 


BLASTX 




NCBI GI 


g2341034 




BLAST score 


286 ■ 




E value 


5.0e-26 




Match length 


59 


i 1 


% identity 


95 




NCBI Description 


{AC000104) F19P19.13 [Arabidopsis thaliana] 




Seq. No. 


228005 




Seq. ID 


LIB3189-04 9-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


g2498076 




BLAST score 


446 




E value 


2.0e-44 




Match length 


94 




% identity 


91 




NCBI Description 


NUCLEOSIDE DIPHOSPHATE KINASE (NDK) (NDP KINASE) 



>gi_1619958 .(U72142) nucleoside diphosphate kinase 
[Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228006 

LIB318 9-04 9-P1-K1-F7 

BLASTX 

g3075394 

350 

3.0e-33 

106 

69 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_enib_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 



32587 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228007 

LIB3189-04 9-P1-K1-G11 

BLASTX 

g3668097 

159 

5.0e-ll 

34 

82 

(AC004667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

228008 

LIB318 9-04 9-P1-K1-G2 

BLASTX 

g3493172 

219 

2.0e-18 

57 

75 

(U89609) fiber annexin [Gossypium hirsutum] 
228009 

LIB3189-04 9-P1-K1-G3 

BLASTX . 

g2499488 

342 

l.Oe-32 
71 

90 . 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_einb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228010 ' ' , ' 

LIB3189-04 9-P1-K1-G6 

BLASTX 

g3668097 

266 

2.0e-23 

74 

74 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

228011 

LIB3189-04 9-P1-K1-H11 

BLASTX 

gl345673 

270 

6.0e-24 

65 

78 

CATALASE ISOZYME 1 >gi_8 62452_dbj_BAA09506_ (D55645) 
catalase [Cucurbita pepo] 



32588 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

■BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228012 ^- 

LIB3189-04 9-Pl-Kl-^H8 

BLASTX ■ 

gl710151 

608 

2.0e-63 

127 

87 

{U72711) proline iminopeptidase [Arabidopsis thaliana] 
228013 

LIB3189-050-P1-K1-A11 

BLASTX 

g3850571 

436 

3,0e-43 

94 

89 

{AC005278) Similar to gb_U85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaliana] 

228014 

LIB318 9-050-P1-K1-A12 

BLASTX t' 

g4454051 

4 6.9 

4.0e-47 

98 

85 

{AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



228015 

LiB3189-050-Pl-Kl-A3 
BLASTX 
gll69494 
"^^39 
4.0e-20 
85 
58 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_2119915_pir S60659 EF-Tu protein precursor - soybean 

>gi_94 9873_emb_CAA61444_ {X89058) EF-Tu protein [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228016 

LIB318 9-050-P1-K1-A4 

BLASTX 

g3915826 

373 

5.0e-52 

134 

71 

60S RIBOSOMAL PROTEIN L5 



32589 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228017 

LIB3189-050-P1-K1-A6 

BLASTX 

g3738257 

500 

9.0e-51 

105 

93 

(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228018 

LIB318 9-050-P1-K1-A7 
■BLASTX 
g2267567 
394 

2.0e-38 

85 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x'hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

228019 

LIB318 9-050-P1-K1-A9 

BLASTX 

g2864614 

187 

5.0e-14 

80 

51 

{AL021811) putative protein [Arabidopsis thaliana] 
228020 

LIB318 9-050-P1-K1-B3 
BLASTX 

g3913791 ^ 

161 . 

5.0e-19 

56 

89 

GLUTAMATE—CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 
>gi_2407615 {AF017983) gamma-glutamylcysteine synthetase 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228021 

LIB318 9-050-P1-K1-B4 

BLASTX 

g2244994 

707 

6.0e-75 
144 

88 ■ 
{Z97341) similarity to isp4 protein 
[Arabidopsis thaliana] 



fission yeast 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI"* Description 



228022 

LIB3189-050-P1-K1-B5 

BLASTX 

g4210948 

239 

5.0e-30 

74 

87 

(AF085275) DnaJ protein [Hevea brasiliensis] 
228023 

LIB3189-050-P1-K1-B6 

BLASTX 

g2662343 

590 

3.0e-61 

112 

100 

(D63581) EF-1 alpha [Oryza sativa] 
228024 

LIB3189-050-P1-K1-B7 

BLASTX 

g3876865 

150 

9.0e-10 

66 

41 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

228025 

LIB3189-050-P1-K1-C1 
BLASTX 
g224 4 931 
.153 

5.0e-10 

118 

33 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
>gi_3426058_emb_CAA07572_ (AJ007585) IB1P8-4 protein 
[Arabidopsis thaliana] 

228026 

LIB3189-050-P1-K1-C10 

BLASTX 

g3334115 

573 

3.0e-59 

118 

97 

ADP,ATP .CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



32591 



Seq. No. 


228027 


Seq. ID 


LIB3189-050-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


• g4191778 


BLAST score 


359 


E value 


4.0e-34 


Match length 


95 


% identity 


76 


NCBI Descriotion 


(AC005917) putative nucleosome assenibly protein I 




[Arabidopsis thaliana] 


Seq. No. 


228028 


Seq. ID 


LIB3189-050-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


140 


E value 


4 . Oe-10 


Match length 


88 


% identitv 


43 


NCBI Description 


(AC004 667) unknown protein [Arabidopsis thaliana] 


Sea. No. 


228029 


Seq. ID . 


LIB318 9-050-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


450 


E value 


8.0e-45 


Match length 


102 


% identity 


83 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi 66014 pir DEJMG glyceraldehyde-3-phosphate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_einb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

228030 

LIB318 9-050-P1-K1-C7 
BLASTX 

g401322 ^ • 

331 

7.0e-31 

80 

82 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT.) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

228031 

LIB3189-050-P1-K1-C8 

BLASTX 

g3759184 

264 

5.0e-23 

111 

53 

(AB018441) phi-1 [Nicotiana tabacum] 



32592 



Seq. No. 
Seq. ID 
■ Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228032 

LIB3189-050-P1-K1.-C9 

BLASTX 

g2245082 

389 

8.0e-38 

117 

63 

(Z97343) SCARECROW hoinolog [Arabidopsis thaliana] 
228033 

LIB3189-050-P1-K1-D10 

BLASTX 

g586076 

281 

l.Oe-25 

52 

96 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

228034 

■LIB318 9-050-P1-K1-D12 

BLASTX 

g2980770 

417 

5.0e-41 
137 - 
56 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
228035 

LIB318 9-050-P1-K1-D2 

BLASTX 

g2500380 

565 

2.0e-58 

105 

99 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
{U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228036 

LIB318 9-050-P1-K1-E11 

BLASTX 

gl688296 

295 

3.0e-27 

66 

85 

(U78297) plasma membrane intrinsic protein PIP3 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228037 

LIB3189-050-P1-K1-E3 

BLASTX 

g4455208 

596 

6.0e-62 

138 

84 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228038 

LIB3189-050-P1-K1-E4 

BLASTX 

g4467359 

596 

8.0e-69 

145 

88 

(AJ002685) Phosphatidylinositol 4 -kinase [Arabidopsis 
thaliana] 



% Seq. No. 
J Seq. ID 

Method 
^ - NCBI GI 
m BLAST score 
7 E value 

^ Match length 

% identity 
D NCBI Description 



228039 . 

LIB3189-050-P1-K1-E9 
BLASTX - 
g3420Q06 
312 

l.Oe-28 

93 

61 

(AF000306) steroid sulfotransf erase 2 [Brassica napus] 



228040 

LIB3189-050-P1-K1-F3 
BLASTX 
gl213450 
535 

9.0e-55 
141 
76 

(U48963) isopentenyl pyrophosphate isomerase [Clarkia 
breweri] 

228041 

LIB3189-050-P1-K1-F5 
BLASTX 

NCBI GI -•-g3327868 

BLAST score 152 

E value 7.0e-10 

Match length 68 

% identity 56 

NCBI Description (AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 

Seq! No. 228042 

Seq. ID LIB318 9-050-P1-K1-F7 

Method BLASTX • 



Seq. No. 
.Seq. ID 

Method 

NCBI GI 

BLAST score 
. E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
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NCBI GI 


g267069 


BLAST score 


574 


E value 


2.0e-59 


Match length 


112 


% identity 


95 


NCBI Description 


TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 




tubulin alpha chain - Arabidopsis thaliana >gi 166914 




(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 




(M84697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


228043 


Seq. ID 


LIB318 9-050-P1-K1-F8 


Method 


BLASTX 


NCBI, GI 


■ g4038034 


BLAST score 


344 


E vallie 


2.0e-32 


Match length 


87 


% identity 


75 


NCBI Description 


{AC005936) unlcnown protein [Arabidopsis thaliana] 


Seq. No. 


228044 


Seq. ID 


LIB318 9-050-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl706102 


BLAST score 


199 


E value 


l.Oe-15 


Match length 


90 


% identity 


46 


NCBI Description 


CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 160 'KD 



SUBUNIT (CPSF 160 KD SUBUNIT) >gi_1045574 {U37012) cleavage 
and polyadenylation specificity factor [Homo sapiens] 



Seq. No. 


228045 


Seq. ID 


LIB318 9-050-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


.g4490321 


BLAST. score 


272 


E value 


6.0e-24 ' 


Match length 


145 


% identity 


41 


NCBI Description 


(AJ011604) nitrate transporter [Arabidopsis thaliana] 


Seq. No. 


228046 


Seq. ID 


LIB3189-050-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3885343 


BLAST score 


^239 


E value 


4.0e-20 


Match length 


88 


% identity 


47 


NCBI Description 


{AC005623) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


228047 


Seq. ID 


LIB3189-050-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


356 
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E value 


4 .Oe-34 


Match length 


72 


% identity 


90 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


228048 


Seq. ID 


LIB3189-050-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


208 


E value 


2.0e-16 


Match length 


111 


% identity 


39 


NCBI Description 


(AB013289) Bd 30K [Glycine max] 


Seq. No. 


228049 


Seq. ID 


LIB3189-050-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2829869 


BLAST score 


644 


E value 


l.Oe-67 


Match length 


126 


% identity 


94 


NCBI Description 


(AC002396 ) pyruvate dehydrogenase 




[Arabidopsis thaliana] 


Seq. No. 


228050 


Seq. ID 


LIB318 9-050-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl871185 


BLAST score 


258 


E value 


6.0e-23 


Match length 


57 


% identity 


81 


NCBI Description 


(U90439) seven in absentia isolog 


Seq. No. 


228051 


Seq. ID 


LIB3189-050-Pl-Kr-Hl 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


186 


E value 


4.0e-14 


Match length 


35 


% identity 


97 


NCBI Description 


{AF044204) lipid transfer protein 




hirsutum] 


Seq. No. 


228052 


Seq. ID 


LIB3189-050-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4567281 


BLAST score 


174 


E value 


2.0e-12 


Match length 


57 


% identity 


63 



NCBI Description (AC006841) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method' 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228053 

LIB318 9-050-P1-K1-H12 

BLASTX 

g3334115 

649 

4.0e-68 
14 6 
82 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228054 

LIB318 9-050-P1-K1-H3 

BLASTX 

g3334113 

459 

7.0e-46 

89 

98 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq-. - No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



228055 

LIB318 9-050-P1-K1-H4 

BLASTX 

gll3621 

522 

3.0e-53 

122 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose. 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

228056 

LIB318 9-050-P1-K1-H9 

BLASTX 

gll72874 

213 

4.0e-17 

45 

78' 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_4 7 9589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_4 47134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

228057 

LIB3189-051-P1-K1-A10 , 

BLASTX 

g3033400 



32597 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method : 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



570 

6.0e-59 

132 

80 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

228058 

LIB3189-051-P1-K1-A11 

BLASTX 

g4335745 

353 

2.0e-33 

142 

49 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

228059 

LIB3189-051-P1-K1-A2 • 
BLASTX 

gll74592 " ' 

731 

8.0e-78 

13'7 
100 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

228060 

LIB318 9-051-P1-K1-A3 

BLASTX 

g417103 

670 • - 

l.Oe-70 
.134 
100- 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-lilce protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 lilce protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3 . 2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone' 
H3.2 [Medicago sativa] ■>gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA584 4 5_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana 
t^bacum] >gi_3885890 (AFO-93633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
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(AL035708) Histon H3 JArabidopsis thaliana] 





Seq. No. 


228061 




Seq. ID 


LIB318 9-051-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


g3915635 




BLAST score 


289 




E value 


4.0e-26 




Match length 


105 




% identity 


66 




NCBI Description 


CYCLIN DELTA-1 >gi_2995130_emb_CAA58285 (X83369) cyclin 






delta-1 [Arabidopsis thaliana] 




Seq. No. 


228062 




Seq. ID 


LIB318 9-051-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g2765837 




BLAST score 


243 




E value 


l.Oe-20 




Match length 


83 




% identity 


64 


y ^ 


NCBI Description 


(Z96936) NAP16kDa protein [Arabidopsis thaliana] 


Jt — 


Seq. No. 


228063 


LJ 


Seq. ID 


LIB3189-051-P1-K1-A8 


: i 


Method 


BLASTX 


ffl 


NCBI GI 


g3264759 




BLAST score 


600 




E value 


2.0e-62 


^. f,. 


Match length 


151 




% identity 


79 


=~ 


NCBI Description 


(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 


LJ 


Seq. No. 


228064 


B 


Seq. ID 


LIB318 9-051-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g3874447 




BLAST score 


181 ' 




E value 


2.0e-13 




Match length 


122 




% identity 


32 




NCBI Description 


{Z81039) predicted using Genefinder; cDNA EST EMBL:T01209 






comes front this gene; cDNA EST yk278all.3 comes from this 






gene; cDNA EST yk278all.5 comes from this gene; cDNA EST 






yk308a9.3 comes from this gene; cDNA EST yk308a9.5 com 




Seq. No. 


228065 




Seq. ID 


LIB3189-051-P1-K1-B1 




Method 


BLASTX 




NCBI GI 


g2760322 




BLAST score 


240 




E^: value 


4.0e-20 




Match length 


92 




% identity 


52 • ' . 




NCBI Description 


(AC002130) F1N21.7 [Arabidopsis thaliana] ■ 



Seq. No. 228066 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3189-051-P1-K1-B2 

BLASTX ■ 

gl617270 

433 

6.0e-43 

103 

73 

(X94 624) acyl-CoA synthetase [Brassica napus] 
228067 

LIB3189-051-P1-K1-B3 

BLASTX 

g4263771 

352 

3.0e-33 

120 

59 

{AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 



228068 

LIB3189-051-P1-K1-B4 

BLASTX 

g2995953 

287 

9.0e-26 

103 

56 

(AF053565) glutaredoxin 



I [Mesembryanthemum crystallinum] 



228069 

LIB3189-051-P1-K1-B6 

BLASTX 

g3334115 

526 

l.Oe-53 

124 

85 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 

228070 

LIB3189-051-P1-K1-B8 

BLASTX 

g3790359 

196 

5.0e-15 

67 

55 

(AB013359) DPM2 [Rattus norvegicus] 
228071 

LIB3189-051-P1-K1-B9 

BLASTX 

g3252813 



32600 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score • 
E value 

Match length ' . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



440 

l.Oe-43 

98 

86 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810586 {AC005398) vacuolar 
sorting receptor-like protein [Arabidopsis thaliana] 

228072 

LIB318 9-051-P1-K1-C1 

BLASTX 

g4337175 

414 

l.Oe-40 

118 

66 

{AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_T04111, gb_R84180, gb_R65428, gb__T44439, gb_T76570, 
gb_R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

228073 

LIB3189-051-P1-K1-C10 

BLASTX 

g267082 

811 

4.0e-87 

154 

99 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

228074 

LIB318 9-051-P1-K1-C12 

BLASTX 

gl673'67 

642 

3.0e-67 

154 

81 

(L08199) peroxidase [Gossypium hirsutum] 
228075 

LIB318 9-051-P1-K1-C2 

BLASTX 

g4557062 

175 

6.0e-13 

61 

64 

{AC007045) hypothetical protein [Arabidopsis thaliana] 
228076 

LIB318 9-051-P1-K1-C4 

BLASTX 

g2119045 



32601 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



424 

7.0e-42 

111 

43 

small nuclear ribonucleoprotein UlA - potato 
>gi_1050840_emb_CAA90282_ (Z49990) UlsnRNP-specif ic 
protein, UlA [Solanum tuberosum] 

228077 

LIB3189-051-P1-K1-C7 

BLASTX 

g548847 

210 

7.0e-17 

47 

87 

CHLOROPLAST SOS RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein 312 - 

curled-leaved tobacco >gi_225248_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



Seq. No. 


228078 




Seq. ID 


LIB3189-051-P1-K1-C9 




Method 


BLASTX 




NCBI GI 


g4567283 




BLAST score 


365 




E value 


8.0e-35 




Match length 


154 




% identity 


52 




NCBI Description 


(AC006841) unknown protein 


[Arabidopsis thaliana] 


Seq. No. 


228079 




Seq. ID 


LIB3189-051-P1-K1-D1 




Method 


BLASTX 




.NCBI GI 


gl351408 




BLAST score 


457 




E value 


l.Oe-45 




Match length 


136 




% identity 


68 




NCBI Description 


VACUOLAR PROCESSING ENZYME 


PRECURSOR (VPE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_emb_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_158854 8__prf 2208463A 

vascular processing protease [Citrus sinensis] 

228080 

LIB3189-051-P1-K1-D10 

BLASTX 

g2879811 

534 

l.Oe-54 

111 

92 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
228081 

LIB3189-051-P1-K1-D11 



32602 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID - 

Method 

NCBI GI y 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2827559 

160' 

8.0e-ll 

42 

71 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 

228082 

LIB318 9-051-P1-K1-D12 

BLASTX 

g3451075 

542 

l.Oe-55 

151 

66 

(AL031326) putative protein [Arabidopsis thaliana] 
228083 

LIB3189-051-P1-K1-D2 

BLASTX 

g2244994 

520 

2.0e-59 

144 

75 

(Z97341) similarity to isp4 protein - fission yeast 
[Arabidopsis thaliana] 

228084 

LIB318 9-051-P1-K1-D4 

BLASTX 

g4539399 

453 

3.0e-45 

108 

88 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 

228085 

LIB3189-051-P1-K1-D5 

BLASTX 

g4204313 

559 

l.Oe-57 

125 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

228086 

LIB318 9-051-P1-K1-D8 

BLASTX 

g2493895 



"32603 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



553 

6.0e-57 

132 

81 

CYSTEINE SYNTHASE (0-ACETYLSERINE SULFHYDRYLASE ) 
(0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) - 

watermelon >gi_5404 97_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 

228087 

LIB3189-051-P1-K1-D9 

BLASTX 

gl488043 

274 

3.0e-24 

84 

68 

(U63784) PAPS-reductase-like protein [Catharanthus roseus] 



228088 

LIB3189-051-P1-K1-E1 

BLASTX 

gl928981 • 

565 

3.0e-58 

121 

62 

(U92651) tonoplast intrinsic 
oleracea var. botrytis] 



protein bobTIP26-l [Brassica 



228089 

LIB3189-051-P1-K1-E10 

BLASTX 

g4512653 

230 

4.0e-19 
51 - 
86 

(AC007048) unknown protein [Arabidopsis thaliana] 
228090 

LIB3189-051-P1-K1-E2 

BLASTX 

g4559356 

151 

l.Oe-09 

150 

9 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
228091 

LLB3189-051-P1-K1-E3 

BLASTX 

g2440015 

446 

7.0e-46 



32604 



Match length 
■ % ' identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value ' ~ ' 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153 
68 

(AF014960) multidrug resistance-associated protein 2; 
AtMRP2 [Arabidopsis thaliana] 

228092 

LIB3189-051-P1-K1-E4 

BLASTX . 

g2129499 

784 

6.0e-84 

158 

92 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

228093 

LIB3189-051-P1-K1-E8 

BLASTX 

g232024 

791 

9.0e-85 

149 

99 

PROTEIN E6 >gi^421806_pir ^A46130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

228094 

LIB3189-051-P1-K1-F12 

BLASTX 

g3318611 

216 

2.0e-17 

41 

100 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 

228095 

LIB318 9-051-P1-K1-F4 

BLASTX 

g3702333 

245 

l.Oe-20 

131 

42 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
228096 

LIB3189-051-P1-K1-F6 

BLASTX 

g2129630 

335 

3.0e-31 



32605 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
48 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis-.thaliana] >gi_3395760 {U77721) 
unknown [Arabidopsis thaliana] 

228097 

LIB318 9-051-P1-K1-F7 

BLASTX 

g3298548 

360 

3.0e-34 

115 

61 

(AC004681) putative spliceosomal protein [Arabidopsis 
thaliana] 

228098 

LIB318 9-051-P1-K1-F8 

BLASTX 

g464849 

826 

7.0e-89 - 

156 

99 

TUBULIN ALPHA CHAIN >gi_486847_pir S3 6232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

228099 

LIB318 9-051-P1-K1-G10 

BLASTX 

g3449282 

316 

3.0e-29 ■ 

70 

87 

(ABO 0613 9) phosphoribosylformimino-5-amino imidazole 
carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_344 9284_dbj_BAA32457_ (AB008929) 
N * -5 ' -phosphoribosyl-f ormimino-5-aminoimidazole- 
4 -carboxamide ribonucleotide isomerase [Arabidopsis 
thaliana] >gi_4510353_gb_AAD214 42 . 1_ (AC006921) 
phosphoribosylformimino-S-aminoimidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 

228100 

LIB3189-051-P1-K1-G3 

BLASTX 

g2244833 

181 

3.0e-13 

138 

16 

(Z97337) centromere protein ho'molog [Arabidopsis thaliana] 



Seq. No. 



228101 



32606 



Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match_. length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-051-P1-K1-G4 

BLASTX ' 

g4106061 

199 

7.0e-16 

75 

60 

(AF053318) CCR4-associated factor 1 [Homo sapiens] 
228102 

LIB3189-051-P1-K1-H10 

BLASTX 

gl710838 

559 

l.Oe-57 

127 

84 

ADENOS YLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_535584 (L36119) 
adenosylhomocysteinase [Medicago sativa] 

228103 

LIB3189-051-P1-K1-H11 . 
BLASTX • , 

gl706*3l8 
193 

2.0e-31 

92 

69 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase 

tomato >gi__995555_emb_CAA56812_ (X80840) homology to 
pyroxidal-5 ' -phosphate-dependant glutamate decarboxylases 
putative start codon [Lycopersicon esculentum] 

228104 

LIB318 9-051-P1-K1-H2 

BLASTX 

g3024013 

-358 

4 .Oe-34 

114 

61 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 
(EIF-2-ALPHA) >gi_27064 60_emb_CAA15918 . 1_ (AL021046) 

translational initiation factor 2 alpha 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



228105 

LIB3189-051-P1-K1-H3 

BLASTX 

g2129499 

429 

6.0e-80 

160 

93 

fiber protein E6 (clone CKE6-4;^) 



- upland cotton 



32607 





>gi 1000086 (U30506) E6 [Gossypium hirsutuiti] 


Seq. No. 


228106 


Seq. ID 


LI'B3189-051-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl718097 


BLAST score 


474 


E value 


l.Oe-47 


Match length 


130 


% identity 


64 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 




(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir A55016 




lysosomal membrane protein DVA41 - slime mold 




( Dictyostelium discoideum) >gi 532733 (U13150) vacuolar 




ATPase subunit DVA41 [Dictyostelium discoideum], ^ , 


Seq. No. 


228107 


Seq. ID 


LIB318 9-051-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


465 


E value 


9. O.e-47 


Match length 


113 


% identity 


76 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 

^ ■ 


Seq. No. 


228108 


Seq. ID 


LIB318 9-051-P1-K1-H8' 


Method 


BLASTX 


NCBI GI 


g82263 


BLAST score 


755 


E value 


l.Oe-80 


Match length 


148 


% identity 


97 


NCBI Description 


ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 




cl precursor (clone pC (1)311) - potato 


Seq. No. 


228109 


Seq. ID 


LIB318 9-051-P1-K1-H9 


Method 


BLASTX ■ 


NCBI GI 


gl297190 


BLAST score 


428 


E value 


3. Oe-42 


Match length 


112 


% identity 


72 


NCBI Description 


(U53501) Theoretical protein with similarity to GenBank 




Accession Number L22302 serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


228110 


Seq. ID 


LIB318 9-052-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl351279 


BLAST score 


416 


E value 


7.0e-41 


Match length 


122 


% identity 


67 



32608 



NCBI Description 



TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602590_emb_CAA58230_ (X83227) triosephosphate isomerase 
[Petunia x hybrida] 



Seq. No. 


228111 


Seq. ID 


LIB3189-052-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2648032 


BLAST score 


637 


E value 


3.0e-78 


Match length 


162 


% identity 


80 


NCBI Description 


(AJ001374) alpha-glucosidase [Solanum tuberosum] 


Seq. No. 


228112 


Seq.- ID 


LIB318 9-052-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


655 


E value 


7.0e-69 


Match length 


146 


% identity 


89 


NCBI Description 


MYO-INOSITOL-l-PHOSPHATE SYNTHASE (IPS) 




>gi 1085960 .pir " S52649 INOl protein - Citrus paradisi 




>gi_602565_en±)_CAA83565_ (Z32632) INOl [Citrus x paradisi] 


Seq, No. 


228113 


Seq. ID 


LIB3189-052-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


711 


E value 


2.0e-75 


Match length 


149 


% identity 


87 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


228114 


Seq. ID 


LIB3189-052-Pl-kl-B6 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


295 


E value 


5.0e-27 


Match length 


69 


% identity 


84 


NCBI Description 


MYO-INOSITOL-l-PHOSPHATE SYNTHASE (IPS) 




>gi 1085960 pir S52648 INOl protein - Citrus paradisi 




.>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x- paradisi] 


Seq. No. 


228115 


Seq. ID 


LIB318 9-052-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


430 


E value 


2.0e-42 


Match length^ 


"■138 


% identity 


64 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 



32609 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228116 
LIB318 
BLASTX 
gl7033 
460 

l.Oe-4 

97 

100 

ADP-RI 
DcARFl 



9-052-P1-K1-B9 

75 

5 



BOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ {D45420) 
[Daucus carota] 



Seq. No. 
Seq. ID 



228117 . 

LIB318 9-052-P1-K1-C10 

BLASTX 

gl617274 

410 

4.0e-40 

132 

62 

(Z72152)- AMP-binding protein .[Brassica napus] 
228118 

LIB3189-052-P1-K1-C12 

BLASTX 

g3193303 

304 

9.0e-28 
92 
■ 61 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 

228119 . 

LIB318 9-052-P1-K1-C5 

BLASTX 

g3851670 

144 

2.0e-13 

62 

65 

(AF099906) J8 [Arabidopsis thaliana] 
228120 

LIB318 9-052-P1-K1-C6 

BLASTX 

g3928150 

462 

4.0e-46 

117 

79 

(AJ131049) hypothetical protein [C'icer arietinum] 
228121 

LIB318 9-052-P1-K1-C8 



32610 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g33777 64""' ' ' 

233 

5.0e-2 6 

67 

88 

{AF079851) nodule-enhanced sucrose synthase [Pisum sativum] 
228122 

LIB3189-052-P1-K1-C9 

BLASTX 

g2736147 

312 

7.0e-29 

70 

79 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAHl [Arabidopsis thaliana] 



Seq. No. 


228123 


Seq. ID 


LIB3 18 9-052- Pl-Kl-Dl? 


Method 


BLASTX 


NCBI GI y 


gl332579 


BLAST score • 


695 


E value 


2.0e-73 


Match length 


142 


%• identity 


10 


NCBI Description 


{X98063) polyubiqiiitin [Pinus sylve; 


Seq. No. 


228124 


Seq. ID 


LIB3189-052-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl091678 


BLAST score 


152 


E value 


8.0e-10 


Match length 


98 


% identity 


35 


NCBI Description 


activator-like transposable element 


Seq. No. 


228125 


Seq. ID 


LIB318 9-052-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll70747 


BLAST score 


338 


E value 


l.Oe-31 


Match length 


79 


% identity 


84 ' ■ 


NCBI Description 


LATE EMBRYOGENESIS ABUNDANT PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

228126 

LIB318 9-052-P1-K1-D5 

BLASTX 

g2286153 



32611 



BLAST score 


527 


E value 


7.0e-54 


Match length 


109 


% identity 


96 


NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 


Seq. No. 


228127 


Seq. ID 


LIB3189-052-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


217 


E value 


8.0e-24 


Match length 


80 


% identity 


81 


NCBI Description 


(AF044204) lipid transfer protein precursor [Gossypium 




hirsutum] 


Seq. No. 


228128 


Seq. ID 


LIB3189-052-P1-K1-E1 


Method 


BLASTX 


NCBI GI . 


g4574320 


BLAST score 


225 


E value 


2.0e-18 


Match length 


78 


% identity 


64 


NCBI Description 


(AFl 17 224 ) wound- induced protein WI 12 [Mesembryanthemum 




crystal linum] 


Seq, No. 


228129 


Seq. ID 


LIB318 9-052-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl916807 


BLAST score 


247 


E value 


3.0e-21 


Match length 


73 


% identity 


73 


NCBI Description.:' 


- (U81162) auxin-binding protein [Prunus persica] 


Seq. No. 


228130 


Seq. ID 


LIB318 9-052-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3876865 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


113 


% identity 


35 . 


NCB'I Description 


{Z81534) predicted using Genefinder; cDNA EST Et>IBL:C08177 




comes from this gene; cDNA EST EMBL:C09822 comes from thi; 




gene; cDNA EST yic359h8.5 comes from this gene; cDNA EST 




yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 


Seq. No. 


228131 


Seq. ID 


LIB318 9-052tP1-K1-E2 


Method 


BLASTX 


NCBI GI 


g626009 


BLAST score 


378 


E value 


7.0e-38 



32612 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.^ No. 
Seq/' ID 
Method 
NCBI GI 
BLAST score 



110 
72 

capsanthin-capsorubin synthase (EC 1.-.-.-) - pepper 
>gi_4 6874 8_emb_CAA54 4 95_ (X7 7 28 9 ) capsanthin/capsorubin 
synthase [Capsicum annuum] >gi_522120_enib_CAA53759_ 
(X76165) capsanthin/capsorubin sythase [Capsicum annuum] 

228132 

LIB318 9-052-P1-K1-E4 

BLASTX 

gll74592 

620 

6.0e-65 
116 

98 . " 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

228133 

LIB318 9-052-P1-K1-E6, 

BLASTX 

g4102861 

394 

2.0e-38 

79 

91 

{AF016893) copper/zinc-superoxide dismutase [Populus 
tremuloides] 

228134 

LIB318 9-052-P1-K1-F10 

BLASTX 

g2129473 

288 

9.0e-26 
135 
4 4 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabiriogalactan-like protein [Pinus taeda] - 

228135 

LIB318 9-052-P1-K1-E11 

BLASTX 

gl928981 

446 

l.Oe-44 

101 
89 

{U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var.' botrytis] 

228136 

LIB318 9-052-P1-K1-F12 

BLASTX 

g2462748 

187 
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E value 2.0e-14 
Match length 45 
% identity 89 

NCBI Description (AC002292) putative Clathrin Coat Assembly protein 

[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228137 

LIB3189-052-P1-K1-F4 

BLASTX 

g3123745 

143 

9.0e-09 

84 

36 

(AB013447) aluminum-induced [Brassica napus] 



O € ■ IN U • 


99Q1 -^p 


9prT TD 

O • J. u 


LIB318 9-052-P1-K1-G10 


Mot" H /^H 




LN ^ O J. ox 


al S4 S80S 




214 




9 . Oe-18 


Match lenoth 


51 


% identity 


80- 


NCBI Description 


{D64052) cytochrome P450 like^TBP [Nicotiana tabacum] 


Seq. No. 


228139 


Seq. ID 


LIB318 9-052-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g99801 


BLAST score 


346 


E value 


l.Oe-32 


Match length 


110 


% identity 


. 70 


NCBI Description 


chaperonine 60K alpha chain - rape plastid (fragment) 


Seq. No. 


228140 . 


S^q,. ID 


LIB318 9-052-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4512664 


BLAST score 


530 


E value 


4.0e-54 


Match length 


136 


% identity 


79 


NCBI Description 


(AC006931) putative ribose phosphate pyrophosphokinase 



[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378..1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 



228141 

LIB318 9-052-P1-K1-G2 

BLASTX 

g544424 

323 

3.0e-30 

72 

81 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabi'dopsis thaliana 
>gi__163pi_emb_CAA78711_ (Z14987) glycine'" rich protein 
[Arabidopsis thaliana] >gi_166837 {L00648.)- RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

228142 

LIB318 9-052-P1-K1-G3 

BLASTX 

gll5492 

676 

3.0e-71 

136 

57 

CALMODULIN-RELATED PROTEIN >gi__169205 {M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228143 

LIB318 9-052-P1-K1-G8 

BLASTX 

g2191168 . 

357 

7.0e-34 ^ ' 

120 

57 

(AF007270) contains similarity to myosin 'heavy chain 
[Arabidopsis thaliana] 

228144 

LIB3189-052-P1-K1-G9 

BLASTX 

gl32675 

280 

5.0e-25 
80 

71 ■ ^ 

CHLOROPLAST 503 RIBOSOMAL. PROTEIN L14 >gi_71222_pir R5NT14 

ribosomal protein L14 - common tobacco chloroplast 
>gi_11864_emb_CAA77379_ {Z00044) ribosomal protein L14 

[Nicotiana tabacum] >gi_225233_prf 1211235BQ ribosomal 

protein L14 [Nicotiana tabaciom] 

228145 

LIB318 9-052-P1-K1-H1 

BLASTX 

g544075 

494 

6. Oe-50 

122 

29 

COATOMER BETA' SUBUNIT (BETA' -COAT PROTEIN) (BETA'-COP) 
(P102) >gi 486768 pir . S35312 coatomer complex chain beta' 
- bovine >gi_312732_emb_CAA51285_ (X72756) beta prime cop 
[Bos taurus] 



32615 < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228146 

LIB3189-052-P1-K1-H11 

BLASTX 

g2129955 

404 

2.0e-39 

110 

67 

photoassimilate-responsive protein PAR-lb precursor - 
common tobacco >gi_871487_emb_CAA58731_ {X83851) mRNA 
inducible by sucrose and salicylic acid expressed in 
sugar-accumulating tobacco plants [Nicotiana tabacum] 

228147 

LIB3189-052-P1-K1-H2 

BLASTX 

g3413170 

363 

l.Oe-34 

107 

70 

(AJ010227) 40S ribosomal protein S6 [Cicer arietinum] 
228148 

LIB3189-053-P1-K1-A11 

BLASTX 

g2369714 

381 

3.0e-61 

132 

88 

{Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST* score 

E value 

Match length 

% identity 

NCBI Description 



228149 

LIB318 9-053-P1-K1-A3 

BLASTX 

g3914431 

555 

3.0e-57 

123 

84 

PROTEASOME COMPONENT C8 (MACROPAIN SUBUNIT C8) 
(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802_dbj_BAA21651_ {D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228150 

LIB318 9-053-P1-K1-A7 

BLASTX 

g3334138 

352 

2.0e-33 

82 

79 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 
[Glycine max] 



{U20502) calnexin 
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Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



228151 

LIB3189-053-P1-K1-A8 

BLASTX 

gll5492 

494 

4.0e-50 

96 

53 

CALMODULIN-RELATED PROTEIN >gi_169205 {M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match len.gth 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI ■ - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228152 

LIB318 9-053-P1-K1-A9 

BLASTX 

g3694872 

507 

2.0e-51 

120 

80 

{AF092547) profilin [Ricinus communis] 
228153 

LIB318 9-053-P1-K1-B1 
BLASTX 

g3024126 ^ 
539 

2.0e-55 
124 

85 ■ 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_l 65557 6_emb_CAA9585 6_ ( Z7 127 1 ) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

228154 

LIB318 9-053-P1-K1-B10 

BLASTX 

gl710585 

352 

2.0e-33 

81 

85 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi_1143507_emb_CAA637 8 6_ 
(X93587) PO ribosomal protein [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228155 

LIB318 9-053-P1-K1-B12 

BLASTX 

g441457 

530 

3.0e-54 

99 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 



228156 
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Seq. ID - 

Method 

NCBI GI 

BLAST score '~ 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method* 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-053-P1-K1-B2 

BLASTX 

gl752734 

475 

7.0e-48 

104 

75 

(D78510) beta-glucan-elicitor receptor [Glycine max] 
228157 

LIB318 9-053-P1-K1-B3 

BLASTX 

g2493133 

250 • 

2.0e-21 

101 

49 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 
>gi_2183244 {AF002134) VmaSp [Candida albicans] 

228158 

LIB318 9-053-P1-K1-B4 

BLASTX 

gl084321 

475 

7.0e-48 ■ 

118 

78 

protochlorophyllide reductase (EC 1.3.1.33) - cucumber 
>gl_2244 614_dbj_BAA21Q8 9_ (D50085) 

NADPH-protochlorophyllide oxidoreductase [Cucumis sativus] 



Seq. No. 


228159 


Seq. ID 


LIB318 9-053-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3643611 


BLAST score 


353 


E value" 


l.Oe-33 


Match length 


96 


% identity 


65 


NCBI Description 


(AC005395) putative casein. 


Seq. No. 


228160 


Seq. ID 


LIB3189-053-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g232024 


BLAST score 


773 


E value 


l.Oe-82 


Match length 


148 


% identity 


97 


NCBI Description 


PROTEIN E6 >gi 421806 pir 



PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 {M92051) 5' start sit 
is putative; putative [Gossypium hirsutum] >gi_1000084 
{U30505) E6 [Gossypium hirsutum] 



Seq. No, 



228161 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-053-P1-K1-B9 

BLASTX 

g2088651 

20.6 

2.0e-16 

112 

38 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

228162 

LIB318 9-053-P1-K1-C1 

BLASTX 

gl076809 

554 

5.0e-57 

150 

76 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ {X85805) H (+) -transporting ATPase 
[Zea mays] 

228163 

LIB3189-053-P1-K1-C11 

BLASTX 

g2982303 

34 6 

l.Oe-32 

85 
79 

(AF051236) hypothetical protein [Picea mariana] 
228164 

LIB318 9-053-P1-K1-C2 

BLASTX 

g2459445 

195 

7.0e-15 ^ " 

52 

36 

{AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



228165 

LIB318 9-053-P1-K1-C6 

BLASTX 

g70644 

589 

4.0e-61 

119 

19 

ubiquitin precursor - 
228166 

LIB318 9-053-P1-K1-C7 

BLASTX 

g586797 ' 



common sunflower (fragment) 



32619 



BLAST score 


.229 


E value 


6.0e-19 


Match length 


101' 


% identity^ 


43 ■ ■ c.^ 


NCBI Description 


HYPOTHETICAL 59.1 KD PROTEIN ZK637.1 IN CHROMOSOME III 


Seq. No. 


228167 


Seq. ID 


LIB318 9-053-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2 7 92 2 97 


BLAST score 


261 


E value 


l.Oe-22 


Match length 


77 


% identity 


58 


NCBI Description 


(AF039183) GAST-like gene product [Fragaria x ananassa] 


Seq. No. 


228168 


Seq. ID 


LIB318 9-053-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gll70711 


BLAST score 


111 


E value 


8.0e-09 


Match length 


89 


% identity 


45 


NCBI Description 


SHAGGY RELATED PROTEIN KINASE ASK-ALPHA 



>gi_541901_pir S41596 protein kinase ASK-alpha (EC 

2.7.1.-) - Arabidopsis thaliana >gi_4 60832__emb_CAA53181_ 
{X75432) shaggy related- kinase [Arabidopsis thaliana] 
>gi_176^889_emb_CAA48538_ (X68525) serine /threonine 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228169 

LIB318 9-053-P1-K1-D12 

BLASTX 

g3334115 

446 

2.0e-44 

108 

84 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



228170 

LIB318 9-053-P1-K1-D5 

BLASTX 

g2648032 

164 

2.0e"ll 

36 

81 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
228171 

LIB3189-053-P1-K1-D6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST -score 
E value 
Match length 



g3913633 
306 

4.0e-28 

96 

66 

HYPOTHETICAL PROTEIN F8A5.25 >gi_24 62742 (AC002292) Unknown 
protein [Arabidopsis thaliana] 

228172 

LIB3189-053-P1-K1-D9 

BLASTX 

g3885343 

176 

8.0e-13 

64 

45 

{AC005623) hypothetical protein [Arabidopsis thaliana] 
228173 

LIB3189-053-P1-K1-E1 

BLASTX 

g967125 

68 9 

7.0e-73 

136 ^ 

93 ...... 

(U0814 0) calcium dependent protein kinase [Vigna radiata] 
228174 

LIB318 9-053-P1-K1-E10 

BLASTX 

gl498330 

678 

l.Oe-71 

143 

94 

{U60498) actin [Glycine max] 

228175 ' . ' 

LIB318 9-053-P1-K1-E11 

BLASTX 

g464981 

553 

6.0e-57 

111 

92 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 {L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

22817.6 

LIB318 9-053-P1-K1-E12 
BLASTX • 

g267082 * . 
676 

2.0e-71 
126 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



98 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis . thaliana >gi_166908 (M84-705) beta-8 
tubulin [Arabidopsis thaliana] 

228177 

LIB318 9-053-P1-K1-E2 

BLASTX 

g3204106 

503 

5.0e-51 

155 

64 

(AJ006763) putative beta-amilase [Cicer arietinum] 
228178 

LIB318 9-053-P1-K1-E3 

BLASTX 

g2708747 

268 

l.Oe-23 
114 ' 
47 

(AC003952) putative glycine-rich, zinc-finger DNA-binding 
protein [Arabidopsis thaliana], 

228179 

LIB318 9-053-P1-K1-E5 

BLASTX 

g2829204 

189 

l.Oe-14 

35 

100 

(AF044204) lipid transfer protein precursor [Gossypium 
hirsutuin] 

228180 • 

LIB318 9-053-P1-K1-E9 

BLASTX 

g4455209 

335 

2.0e-31 

91 

74 

(AL035440) putative Proline synthetase associated protein 
[Arabidopsis thaliana] 

228181 

LIB318 9-053-P1-K1-F2 

BLASTX 

gl076510 

654 

l.Oe-68 . - • 

140 

86 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 
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>gi_829119_emb_CAA52414_ (X74403) cyclophilin [Phaseolus 




vulgaris] 


Seq. No. 


228182 


Seq. ID 


LIB3189-053-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3776084 


BLAST score 


190 


E value 


2.0e-14 


Match length 


60 


% identity 


58 


NCBI Description 


(Y18251) NtN2 [Medicago truncatula] 


Seq. No. 


228183 


Seq. ID 


LIB3189-053-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4432866 


BLAST score 


258 


E value 


2.0e-22 


Match length 


101 


% identity 


45 


NCBI Description 


(AC006300) putative reverse transcriptase [Arabidopsis 




thaliana] 


Seq. No. 


228184 * ^ ^ 


Seq. ID - 


LIB3189-053-P1-K1-F7 ■ 


Method 


BLASTX 


NCBI GI' 


g267069 


BLAST score 


301 


E value 


9.0e-28 


Match length 


54 


% identity 


98 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 




tubulin alpha chain - Arabidopsis thaliana >gi 166914 




(M84696) apha-2 tubulin [Arabidopsis thaliana] ~>gi_16691i 




(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


228185 . " 


Seq. ID 


LIB318 9-053-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2829204 


BLAST score 


520 


E value 


5.0e-53 


Match length 


120 


% identity 


88 


NCBI Description 


(AF044204) lipid transfer protein precursor [Gossypiuiti 




hirsuturti] 


Seq. No. 


228186 


Seq. ID 


LIB3189-053-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


291 


E value 


2.0e-26 


Match length 


83 


% identity 


71 


NCBI Description 


{AC002986) Similar to liver-specific transport protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 

228187 -t 

LIB318 9-053-P1-K1-G3 

BLASTX 

g2829927 

262 

8.0e-23 

134 

45 

(AC002291) Unknown protein [Arabidopsis thaliana] 
228188 

LIB318 9-053-P1-K1-G5 

BLASTX 

g3687243 

245 

6.0e-21 

61 

79 

(AC005169) putative ribosomal protein [Arabidopsis ■ 
thaliana] 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228189 - • 

LIB318 9-053-P1-K1-H5 

BLASTX 

g2924777 

237 

3.0e-20 

86 

3 

{AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



228190 

,LIB3189-053-Pl-Kl-H6v 

BLASTX 

gl703478 

409 

3.0e-40 

99 

78 

(U40566) ubiquitin activating enzyme 2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228191 

LIB3189-053-P1-K1-H7 

BLASTX 

gl841462 

312 

4 .Oe-29 

77 

7 9 

(Y10991) Elongation factor 2 



[Nicotiana tabacum] 



Seq. No. 
Seq. ID 



228192 

LIB3189-053-P1-K1-H9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq\ ID 
Method 
NCBI GI 



BLASTX 

g3915847 

192 

8.0e-15 

52 

75 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 

228193 

LIB3196-001-P1-M1-A1 

BLASTX 

gl848277 

479 

2.0e-48 

99 

97 

(U86136) telomerase-associated protein TP-1 [Homo sapiens] 
228194 

LIB3196-001-P1-M1-A9 

BLASTX 

g632962 

312 

l.Oe-28 

101 

60 

(L29222) clkl-136; putative [Homo sapiens] 
228195 

LIB3196-001-P1-M1-B11 

BLASTX 

g2493416 

170 

5.0e-12 

88 

38 

^SlOO CALCIUM-BINDING PROTEIN A13 >gi_2134853_pir_^JC5Q64 
calcium-binding protein SlOO A13 - human 
>gi_1694828_emb_CAA68188_ (X99920) SlOO calcium-binding 
protein A13 (S100A13) [Homo sapiens] 

228196 

LIB3196-001-P1-M1-B12 

BLASTX 

g685073 

461 

4.0e-46 

108 

78 

SPRC=small proline-rich protein [human, odontogenic 
keratocysts. Peptide Partial, 161 aa] 

228197 

LIB3196-001-P1-M1-B2 

BLASTX 

gl351173 



32625 



BLAST, score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



664 

6.0e-70 

134 

98 

SERYL-TRNA SYNTHETASE (SERINE—TRNA LIGASE) (SERRS) 
>gi_1050527_emb__CAA62635_ (X91257) seryl-tRNA synthetase 
[Homo sapiens] 

228198 

LIB3196-001-P1-M1-B3 

BLASTX 

g3283994 

143 

5.0e-09 

48 

60 

(AF073293) M962 protein spliced isoform 2 [Homo sapiens] 
228199 

LIB3196-001-P1-M1-B4 

BLASTX 

gll3944 

572 

4.0e-59 

120 

60 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) {CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A'2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34 388_emb_CAA29338_ (X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi_224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I) 



Seq. No. 


228200 


Seq. ID- 


LIB3196-001-P1-M1-B6 


Method 


BLASTX 


NCBI GI 


g602467 


BLAST score 


554 


E value 


3.0e-57 


Match length 


103 


% identity 


60 


NCBI Description 


(M27445) nidogen [Homo sapiens] 


Seq. No. 


228201 


Seq. ID 


-LIB3196-001-P1-M1-B7 


Method 


BLASTX 


NCBI GI 


g417570 


BLAST score 


565 


E value 


2.0e-58 


Match length 


133 


% identity 


85 


NCBI Description 


DIHYDROOROTATE DEHYDROGENASE PRECURSOR 



OXIDASE) (DHODEHASE) >gi_47867 6_pir S23762 dihydroorotate 

.oxidase (EC 1.3.3.1) - Arabidopsis thaliana 
>gi_164 4 9_emb_CAA44 695_ (X62909) dihydroorotate 
dehydrogenase [Arabidopsis thaliana] 
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Seq. No. 


228202 


Seq. ID 


LIB3196-001-P1-M1-B8 


Method 


BLASTX 


NCBI GI 


g88044 


BLAST score 


661 


E value 


l.Oe-69 


Match length 


138 


% identity 


96 


NCBI Description 


keratin 4, type II, cytoskeletal 




>gi_34073_emb_CAA30534_ (X07695) 




[Homo sapiens] 


Seq. No. 


228203 


Seq. ID 


LIB3196-001-P1-M1-B9 


Method 


BLASTX 


NCBI GI 


g50823 


BLAST score 


637 


E value 


8.0e-67 


Match length 


125 


% identity 


100 


NCBI Description 


(X12507) initiation factor 4AII 


Seq. No. 


228204 


Seq. ID ' 


LIB3196-001-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


g2501432 


BLAST score 


544 • 


E value 


6.0e-56 


Match length 


107 


% identity 


^96 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2- 



- human (fragment) 
cytokeratin 4 (408 AA) 



(AA 1 - 4 07) [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_214 698 l_pir JC4894 

ubiquitin-conjugating enzyme (EC 6.3.2.-) E2 - human 
>gi_1181558_dbj_BAA11675_ {D83004) ubiquitin-conjugating 
enzyme E2 UbcH-ben' [Homo sapiens] 

>gi_4507793_ref_NP_003339. l_pUBE2N_ ubiquitin-conjugating 
enzyme E2N (homologous to yeast UBC13) 

228205 

LIB3196-001-P1-M1-C10 

BLASTX 

g266690 

306 

4.0e-28 

95 ' 
67 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 kDa- oleosin 
[Gossypium hirsutum] >gi_167365 (L00936) 18.2 kDa oleosin 
[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228206 

LIB3196-001-P1-M1-C12. 

BLASTX - 

gl21116 

367 

3.0e-35 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gl' 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



126 
51 

GELSOLIN PRECURSOR, . PLASMA (AC^'IN-DEPOLYMERI ZING FACTOR). 

(ADF) (BREVIN) (AGEL)* >gi_7164 9_pir FAHUP gelsolin 

precursor, plasma - human >gi_73624 9_emb_CAA28000_ (X04412) 

plasma gelsolin [Homo sapiens] >gi_225304_prf 1211330A 

gelsolin [Homo sapiens] >gi__4504165_ref_NP_000168 . l_pGSN_ 
gelsolin (amyloidosis, Finnish type) 

228207 

LIB3196-001-P1-M1-C2 

BLASTX 

gl21009 

658 

3.0e-69 

126 

38 

GUANINE NUCLEOTIDE-BINDING PROTEIN G (I) /G (S) /G (T) BETA 

SUBUNIT 2 (TRANSDUCIN BETA CHAIN 2) >gi_71872_pir RGB0B2 

GTP-binding regulatory protein beta-2 chain - bovine 

(fragment) >gi_163113 (M16480) guanine nucleotide-binding 
regulatory protein-beta-2 subunit [Bos taurus] >gi_163785 " 

(M36431) transducin beta-2 subunit [Bos taurus] 

228208 

LIB3196-001-P1-M1-C6 

BLASTX 

gl20649 

450 

5.0e-45 

102 
89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 

>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 (J02642) glyceraldehyde 3-phosphate ' 
dehydrogenase jEC 1,2.1.12) [Homo sapiens] >gi_182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 
228209 

LIB3196-001-P1-M1-D12 

BLASTX 

g4204275 

329 

l.Oe-30 

132 

50 

(AC00414 6) Unknown protein [Arabidopsis thaliana] 
228210 

LIB3196-001-P1-M1-D2 
BLASTX 
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NCBI GI 
' BLAST score 
E value 
Match length 
% identity. 
NCBI Description 



g2738949 
440 

9.0e-44 

94 

87 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228211 

LIB3196-001-P1-M1-D6 

BLASTX 

g3879734 

175 

3.0e-13 

46 

70 

{Z93388) predicted using Genefinder; cDNA EST EMBL:D70912 
comes from this gene; cDNA EST EMBL:D734 52 comes from this 
gene; cDNA EST EMBL:D71574 comes from this gene; cDNA EST 
EMBL:D74229 comes from this gene; cDNA EST EMBL:D727 





Seq. No. 


228212 




Seq. ID 


LIB3196-001-P1-M1-D7 


■ F= 


Method 


BLASTX 




NCBI GI- 


g4539660 


D 


BLAST score 


461 


j— " 


E value 


3.0e-46 


m 


Match length 


132 




% identity 


66 




NCBI Description 


(AF061282) polyproteii 




Seq. No. 


228213 




Seq. ID 


LIB3196-001-P1-M1-E1 




Method 


BLASTX 


o 


NCBI GI 


g539636 




BLAST score 


420 




E value 


2.0e-41 




Match length 


108 




% identity 


76 




NCBI Description 


membrane glycoprotein 






human >gi 397607 emb ( 






sapiens] 




Seq. No. 


228214 




Seq. ID 


LIB3196-001-P1-M1-E11 




Method 


BLASTX 




NCBI GI 


gl706566 




BLAST score 


694 




E value 


2.0e-73 




Match length 


140 




% identity 


98 



(222555) CLA-1 [Homo 



NCBI Description 



MITOCHONDRIAL TRIFUNCTONAL ENZYME BETA SUBUNIT PRECURSOR 
(TP-BETA) [CONTAINS: .3-KETOACYL-COA THIOLASE (ACETYL-COA 
ACYLTRANSFERASE). {'BETA-KET0THI0LASE)1 

>gi_543065_pir JC2i09 long-chain-fatty-acid beta-oxidation 

multienzyme complex beta chain precursor, mitochondrial - 
human >gi_862458_dbj_BAA03942_ (D16481) 3-ketoacyl-CoA 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



thiolase beta.-subunit of trif unctional protein [Homo 
sapiens] >gi_4504327_ref_NP_000174 . l_pHADHB_ 
hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A 
thiolase/enoyl-Coenzyme A hydratase (trif unctional 
protein), beta subunit 

228215 

LIB3196-001-P1-M1-E7 

BLASTX 

g3462807 

472 

2.0e-47 

113 

81 

(AF082516) I-l receptor candidate protein [Homo sapiens] 
228216 

LIB3196-001-P1-M1-E8 

BLASTX 

g2605714 

231 

3.0e-19 

60 

80- 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

228217 

LIB3196-001-P1-M1-F1 

BLASTX 

gl35422 

615 

3.0e-64 

120 

95 

TUBULIN ALPHA-4 CHAIN >gi__8894 5_pir ^A25873 tubulin alpha 

chain (version 2) - human >gi_2119265_pir 177427 

alpha-tubulin isotype M-alpha-6 - mouse >gi_202215 (M13444) 
alpha-tubulin isotype M-alpha-6 [Mus musculus] 

228218 

LIB3196-0G1-P1-M1-F1Q 

BLASTX 

gl33867 

481 

2.0e-48 

112 

83 

40S RIBOSOiyiAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA394 38_ (X55967) 
ribosomal protein Sll [Zea mays] 

228219 

LIB3196-001-P1-M1-F7 

BLASTX 

gl929449 

163 
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E value 


9.0e-12 


Match length 


44 


% identity 


70 • 


NCBI Description 


(L63543) endoderitiin [Xenopus laevis] 


Seq. No. 


228220 


Seq. ID 


LIB3196-001-P1-M1-F9 


Method 


BLASTX 


NCBI GI 


g547753 


BLAST score 


184 


E value 


4.0e-15 


Match length 


78 


% identity 


63 


NCBI Description 


KEEIATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) 


Seq. No. 


228221 


Seq. ID 


LIB3196-001-P1-M1-G1 


Method 


BLASTX 


NCBI GI 


g3024812 


BLAST score 


238 


E value 


2.0e-20 


Match length 


60 


% identity 


78 


NCBI Description 


VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT 




(AF027705) vacuolar ATPase 16kDa subunit c [Ovi; 


Seq. No. 


228222 


Seq. ID 


LIB3196-001-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


g435480 


BLAST score 


249 


E value 


1. Oe-21 


Match length 


71 


% identity 


70 


NCBI Description 


(X76679) MAL-b [Homo sapiens] 


Seq. No. 


228223 


Seq. ID 


LIB3196-001-P1-M1-G8 - - 


Method 


BLASTX 


NCBI GI 


g3152603 


BLAST score 


364 


E value 


8 . Oe-35 


Match length 


104 


% identity 


59 


NCBI Description 


(AC004482) unknown protein [Arabidopsis thalian< 


Seq. No. 


228224 


Seq. ID 


' LIB3196-001-'P1-M1-H1 


Method 


BLASTX 


NCBI GI 


gl346348 


BLAST score 


153 


E value 


4.0e-10 


Match length 


101 


% identity 


38 ^ . 



{K4) (CK4) 



NCBI Description 



KERATIN, TYPE II CYTOSKELETAL 6E (CYTOKERATIN 6E) (CK 6E) 

(K6E KERATIN) >gi_2119223_pir 161770 keratin type II - 

human >gi_908803 (L42611) keratin type II [Homo sapiens] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228225 

.LIB3196-001-P1-M1-H10 
BLASTX 
gl20649 
597 

4.0e-62 

118 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 

>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2,1,12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 (J02642) glyceraldehyde 3-phosphate 
dehydrogenase (EC 1.2.1,12) [Homo sapiens] >gi__182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1,2.1,12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228226 

LIB3196-001-P1-M1-H4 

BLASTX 

g3122072 

645 

l.Oe-67 
125 





% identity 


99 




NCBI Description 


ELONGATION FACTOR 1-ALPHA 1 ( EF-1 -ALPHA- 1 ) (ELONGATION 




FACTOR TU) (EF-TU) >gi 2119922 pir 150226 elongation 






factor 1 alpha - chicken >gi_488468 (L00677) elongation 






factor 1 alpha [Callus gallus] 


o 


Seq. No. 


228227 


!___= 


Seq. ID 


LIB3196-001-P1-M1-H8 




Method 


BLASTX 




NCBI GI 


g3811347 




BLAST score 


168 




E value 


8.0e-12 




Match length 


78 




% identity 


47 




NCBI Description 


(AF065215) cytosolic phospholipase A2 beta [Homo sapiens] 




Seq. No. 


228228 




Seq. ID 


LIB3196-001-P1-M1-H9 




Method 


BLASTX 




'NCBI GI 


g4559312 




BLAST score 


360 




E value 


9.0e-35 




Match length 


80 




% identity 


89 




NCBI Description 


(AF13414 9) 2-pore K+ channel subunit TOSS [Homo sapiens] 




■•••>gi_4 57 4 322_gb_AAD24000.1_AF117708_l (AF117708) tandem pore 






domain potassium channel TWIK-2 [Homo sapiens] 




Seq. No. 


228229 



32632 



Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-002-P1-M1-A12 
BLASTX 

gl21116 , . . 

277 

5.0e-25 

77 

74 

GELSOLIN PRECURSOR, PLASMA {ACTIN-DEP0LYMERI2ING FACTOR) 

(ADF) (BREVIN) (AGEL) >gi_71 64 9_pir FAHUP gelsolin 

precursor, plasma - human >gi_736249_emb_CAA28000_ (X04412) 

plasma gelsolin [Homo sapiens] >gi_225304_prf 1211330A 

gelsolin [Homo sapiens] >gi_4504165_ref_NP_000168 . l_pGSN_ 
gelsolin (amyloidosis, Finnish type) 

228230 

LIB3196-002-P1-M1-A4 

BLASTX 

gll4312 

422 

l.Oe-41 

83 

95 

CALCIUM-TRANSPORTING ATPASE SARCOPLASMIC RETICULUM TYPE, 
CLASS 2 ISOFORM (ENDOPLASMIC RETICULUM CLASS 2 CA(2+) 

ATPASE) '{CALCIUM PUMP) (SERCA2) (HKl) >gi_8 6991_pir ^A31981 

Ca2+-transporting ATPase (EC 3.6.1.38) 1, renal - human 
>gi_306850 {M23114) HKl [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228231 

LIB3196-002-P1-M1-A7 

BLASTX 

g3914685 

526 

8.0e-54 
117 

86 ' ; 

60S RIBOSOMAL. PROTEIN L17 >gi_266874 8 
protein L17 [Zea mays] 



(AF034 948) ribosomal. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228232 

LIB3196-002-P1-M1-B2 

BLASTX 

g3482913 

235 

9.0e-23 
87 

67, ' 

(AC003970) Similar to MtN21, gi_2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 

228233 

LIB3196-002-P1-M1-B4 

BLASTX 

gl854386 

521 

3,0e-53 
132 
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% identity* 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID^^ . 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



73 ^ 

(AB001375) similar to soluble NSF attachment protein ' [Vitis 
viniferaL 

228234 

LIB3196-002-P1-M1-B7 

BLASTX 

g3335226 

405 

l.Oe-39 

87 

25 

(AF077374) small proline-rich protein [Homo sapiens] 
228235 

LIB3196-002-P1-M1-B8 

BLASTX 

g3293537 

471 

2.0e-47 

93 

97 

{AF071059) zinc finger RNA binding protein [Mus musculus] 
228236 

LIB3196-002-P1-M1-B9 

BLASTX 

g4240147 

293 

2.0e-26 

66 

94 

(AB020636) KIAA0829 protein [Homo sapiens] 
228237 

LIB3196-002-P1-M1-C12 

BLASTX 

gll3289 

233 

3.0e-19 

117 

53 

ACTIN >gi_100988_pir S24408 actin - Achlya bisexualis 

>gi_22 90_emb_CAA42559_ (X59936) actin [Achlya bisexualis] 

228238 

LIB3196-002-P1-M1-C4 

BLASTX 

g432359 

560 

2.0e-60 

124 

95 

{D23660) ribosomal protein [Homo sapiens] 
228239 

LIB3196-002-P1-M1-C9 
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Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g405194 

442 

6.0e-44 . 

117 

78 

(L10911) 



splicing factor [Homo sapiens] 



228240 

LIB3196-002-P1-M1-D12 

BLASTX 

gll3944 

663 

8.0e-70 

137 

56 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) {CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34388_emb_CAA29338_ (X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi__224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I) 



Seq. No. 


228241 


Seq. ID 


LIB3196-002-P1-M1-D6 


Method 


BLASTX 


NCBI GI 


g4539330 


BLAST score 


418 


E value 


3.0e-41 


Match length 


115 


% identity 


70 


NCBI Description 


(AL035679) putative receptor-like pr< 




[Arabidopsis thaliana] 


Seq. No. ^, 


228242 


Seq. ID 


LIB3196-002-P1-M1-D7 


Method 


BLASTX 


NCBI GI 


g671865 


BLAST score 


252 


E value 


8.0e-22 


Match length 


109 


% identity 


40 


NCBI Description 


(X78801) ovomacroglobulin, ovostatin 


Seq. No. 


228243 


Seq. ID 


LIB3196-002-P1-M1-D8 


Method 


BLASTX 


NCBI GI 


g2496887 


BLAST score 


264 


E value 


4.0e-23 


Match length 


114 


% identity 


52 - - 


NCBI Description 


HYPOTHETICAL 32.0 KD PROTEIN C09F5.2 



>gi_732538 {U22832) C09F5. 
elegans] 



2 gene product [Caeriorhabditis 



32635 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



228244 

LIB3196-002-P1-M1-D9 

BLASTX 

g2522261 ' 

248 

2.0e-21 

52 

92 

(D88492) CPE-receptor [Chlorocebus aethiops] 
228245 

LIB3196-002-P1-M1-E10 

BLASTX 

g2224565 

529 

3.0e-54 

120 

85 

(AB002310) KIAA0312 [Homo sapiens] 
228246 

LIB3196-002-P1-M1-E2 

BLASTX 

gl001708 

214 

3.0e-17 

80 

57 

(D64004) NifS [Synechocystis sp.] 

228247 ^" ^ 

LIB3196-002-P1-M1-E8 

BLASTX 

gl293563 

347 

3.0e-33 

82 - ' 

83 

(U4 9188) Diff33 gene product [Homo sapiens] 
228248 

LIB3196-002-P1-M1-F1 

BLASTX 

gl351222 

596 

5.0e-62 

125 

93 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi_945087 
(U31097) transcription factor TFIIB [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228249 

LIB3196-002-P1-M1-F10 

BLASTX 

g2118384 

610 

l,0e-63 



32636 



Match length 133 

% identity - 90 • 

NCBI Description squamous .cell carcinoma antigen 2 - human 

Seq. No. 228250 

Seq. ID LIB3196-002-P1-M1-F12 

Method BLASTX 

NCBI GI g294668 

BLAST score 321 

E value 9.0e-30 

Match length 120 

% identity 63 

NCBI Description {L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 

Seq. No. 228251 

Seq. ID " LIB3196-002-P1-M1-F4 

Method BLASTX 

NCBI GI gl363944 

BLAST score 320 

E value l.Oe-29 

Match length 70 

% identity 93 

NCBI Description type I keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
type I keratin 16/ K16 [human, epidermal keratinocytes, 
Peptide, 473 aa] [Homo sapiens] 

Seq. No. - 228252 

Seq. ID LIB3196-002-P1-M1-F5 

Method BLASTX 

NCBI GI g3914935 

BLAST score 203 

E value 3.0e-16 

Match length 63 

% identity 67 

NCBI Description 40S RIBOSOMAL PROTEIN SA (P40) >gi_3204 099_emb_CAA0722 6_ 

(AJ006759) ribosome-associated protein p40 [Cicer 
arietinum]' 

Seq. No. 228253 

Seq. ID LIB3196-002-P1-M1-F7 

Method BLASTX 

NCBI GI g3108187 

BLAST score 277 

E value 4 . Oe-25 

Match length 55 

% identity 96 

NCBI Description (AC004663) Notch 3 [Homo sapiens] 

Seq. No. 228254 

Seq. ID LIB3196-002-P1-M1-F8 

Method BLASTX 

NCBI GI g4185792 

BLAST score 392 

E value 4.0e-38 

Match length 77 

% identity 97 

NCBI Description (AF095890) transcription factor ElAF [Homo sapiens] 



.32637 



Seq. ■■'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228255 .... 

LIB3196-002-P1-M1--F9 

BLASTX 

gll3950 

494 

5.0e-5b 

116 

52 

ANNEXIN II (LIPOCORTIN 
(CHROMOBINDIN 8) (P36) 
PROTEIN IV) (PAP-IV) 
human >gi_219910_dbj 
sapiens] 



II) (CALPACTIN I HEAVY CHAIN) 
( PROTEIN I ) ( PLACENTAL ANTICOAGULANT 

>gi_71761_pir LUHU36 annexin II - 

BAA00013_ (D00017) lipocortin II [Homo 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



228256 

LIB3196-002-P1-M1-G1 

BLASTX 

g280816 

152 

2.0e-10 

60 

60 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377_emb_CAA36673_ (X52426) cytokeratin . 13 [Homo 
sapiens] >gi_3603253 (AF04925'9) keratin 13 [Homo sapiens] 
>gi_4504911_ref_NP_002265. l_pKRT13_ keratin 

228257 

LIB319,6-002-Pl-Ml-G10 

BLASTX 

g2137308 

276 

l.Oe-24 

73 

77 . 

G protein beta subuit like - mouse >gi_475012^dbj_BAA06185_ 
(D29802) G protein beta subuit like [Mus musculus] 

228258 

LIB3196-002-P1-M1-G4 

BLASTX 

g548710 

351 

2.0e-33 

114 

40 

RETICULOCALBIN 1 PRECURSOR >gi_346940_pir ^A45337 

reticulocalbin - mouse >gi_220582_dbj_BAA02366_ (D13003) 
reticulocalbin [Mus musculus] >gi_9688 94__dbj_BAA078 96_ 
(D43956) reticulocalbin [Mus musculus] 

>gi 15810,21 prf. 2116329A reticulocalbin [Mus musculus] 
228259 

LIB3196-002-P1-M1-G7 

BLASTX 

g2500527 



32638 



BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



610 

l.Oe-63 

116 

99 

PROBABLE RNA-DEPENDENT HELICASE P68 (DEAD-BOX PROTEIN P68) 
(DEAD BOX PROTEIN 5) >gi__2137742 j»ir 148385 RNA helicase 





TNZ2 - mouse >gi_Dlzoo_( 




helicase [Mus musculus] 


Seq. No. 


228260 


Seq. ID 


LIB3196-002-P1-M1-G8 


Method 


BLASTX 


NCBI GI 


g3777596 


BLAST score 


223 


E value 


6.0e-26 


Match length 


112 


% identity 


51 


NCBI Description 


(AF095791) TACC2 protei] 


Seq. No. 


228261 


Seq. ID 


LIB3196-002-P1-M1-H10 


Method 


BLASTX 


NCBI GI 


gll70636 


BLAST score 


136* 


E value 


5.0e-19 


Match length 


77 


% identity 


70 


NCBI Description 


DIACYLGLYCEROL KINASE, . 




(DGK-ALPHA) (DAG KINASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PHA). (80 KD DIACYLGLYCEROL 

KINASE) >gi_105839_pir S12969 diacylglycerol kinase (EC 

2.7.1.107) alpha - human >gi_30823_emb_CAA4 4396_ {X62535) 
diacylglycerol kinase [Homo sapiens] 

>gi_227338_prf 1702222A diacylglycerol kinase [Homo 

sapiens] 

228262 

LIB3196-002-P1-M1-H11 

BLASTX 

gl32573 

363 

l.Oe-34 

80 

14 

PLACENTAL RIBONUCLEASE INHIBITOR (RIBONUCLEASE/ANGIOGENIN 

INHIBITOR) (RAI) (RI) >gi_88562_pir ^A31858 

ribonuclease-angiogenin inhibitor - human >gi_307040 
(M22414) ribonuclease inhibitor precursor [Homo sapiens] 
>gi_22 67 86_prf 1605207A RNase inhibitor [Homo sapiens] 

228263 

LIB3196-002-P1-M1-H12 

BLASTX 

gl082318 

516 

l.Oe-52 

102 

91 



32639 



NCBI Description 



cystathionine beta-synthase (EC 4.2.1.22) - human 



01 

m 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228264 

LIB3196-002-P1-M1-H3 

BLASTX 

gl754538 

470 

3.0e-47 

96 

94 

(U66894) ESX [Homo sapiens] >gi_1841523 (U73843) ESE-lb 
[Homo sapiens] >gi_2338756 (AF017307) Ets-related 
transcription factor [Homo sapiens] >gi_2384740 {AF016295) 
Ets transcription factor [Homo sapiens] >gi_2459797 
(U97156) epthelial-specif ic ets protein [Homo sapiens] 

228265 

LIB3196-002-P1-M1-H5 

BLASTX 

g337999 

596 

l.Oe-66 

134 

93 

(M63573) secreted cyclophilin-like protein [Homo sapiens] 
228266 

LIB3196-002-P1-M1-H7 

BLASTX 

gl617312 

365 

7.0e-35 

126 

57 

(X92689) UDP-GalNAc: polypeptide 
N-acetylgalactosaminyltransf eras [Homo sapiens] 

228267 

LIB3196-002-P1-M1-H8 

BLASTX 

g399012 

299 

3.0e-27 

100 

65 

ADP,ATP CARRIER PROTEIN, ISOFORM T2 (ADP-/ATP TRANSLOCASE 3) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 3) (ANT 3) 

>gi_280900_pir B43646 ADP,ATP carrier protein T2 - bovine 

>gi_529417 {M24103) translocase [Bos taurus] 

228268 

LIB3196-002-P1-M1-H9 

BLASTX 

g477138 

526 • : 

6.0e-54 

108 



32640 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

carcinoma-associated antigen GA733-1 precursor - human 
>gi_31591_emb_CAA31781_ {X13425) GA733-1 protein (AA 1-323) 
[Homo sapiens] 

228269 

LIB3196-003-P1-M1-A1 

BLASTX 

gl30224 

441 

6.0e-44 

115 

74 

l-PHOSPHATIDYLINOSITOL-4, 5-BISPHOSPHATE PHOSPHODIESTERASE 
GAMMA^l (PLC-GAMMA-l) (PHOSPHOLIPASE C-GAMMA-1) (PLC-II) 
(PLC-148) >gi_89333_pir S00666 

l-phosphatidylinositol-4, 5-bisphosphate phosphodiesterase 
{EC 3.1.4.11) isozyme II - bovine >gi_639_emb_CAA684 06_ 
(Y00301) phosphatidylinositol-specif ic phospholipase C. 

[Bos taurus] >gi_225974_j)rf 1404383A phospholipase C [Bos 

taurus] 



Seq. No. 


228270 


Seq. ID 


LIB3196-003-P1-M1-A2 


Method 


BLASTX 


NCBI GI 


g2244974 


BLAST score 


147 


E value 


2.0e-09 


Match length 


90 - 


% identity 


44 


NCBI Description 


(Z97340) similarity ■ 




[Arabidopsis thalian. 


Seq. No. 


228271 


Seq. ID 


LIB3196-003-P1-M1-A4 


Method 


BLASTX 


NCBI GI 


g226728 


BLAST score 


298 


E value 


4.0e-27 


Match length 


102 


% identity 


67 


NCBI Description 


transcription factor 


Seq. No. 


228272 


Seq. ID 


LIB3196-003-P1-M1-A6 


Method 


BLASTX 


NCBI GI 


g539663 


BLAST score 


450 


E value 


6,0e-45 


Match length 


98 


% identity 


88 


NCBI Description 


PR264/SC35 protein - 



PR 264. [Homo sapiens]. >g.i_4554 1 9_emb_CAA5338 3_ {X>5755) 
PR264/SC35 [Homo sapiens] >gi_3335676 (AF077858) splicing 

factor SC35 [Mus musculus] >gi_228504_prf 1805195B 

RNA-binding protein PR264 [Homo sapiens] 



32641 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228273 

LIB3196-003-P1-M1-A7 

BLASTX 

g3329390 

605 

4.0e-63 

117 

98 

(AF038960) SKDl homolog [Homo sapiens] 
228274 

LIB3196-003-P1-M1-B1 

BLASTX 

gll9540 

662 

9.0e-70 

128 

100 

DNA-REPAIR PROTEIN COMPLEMENTING XP-D CELLS (XERODERMA 
PIGMENTOSUM GROUP D COMPLEMENTING PROTEIN) (DNA EXCISION 

REPAIR PROTEIN ERCC-2) >gi_105956_pir S10888 ERCC2 protein 

- human 



Seq. No. ' 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



228275 

LIB3196-003-P1-M1-B12 

BLASTX 

g2605714 

351 

2.0''e-33 . 
89 
79 

(AF026275) 
thaliana] 



beta-tonoplast intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI Gl' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228276 

LIB3196-003-P1-M1-B2 

BLASTX 

gl25077 

639 

4.0e-67 
129 

98 ' 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA3278 6_ (X14640) keratin 
13 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228277 

LIB3196-003-P1-M1-B4 

BLASTX 

gl730836 

208 

l.Oe-16 

120 

43 

HYPOTHETICAL 54.2 KD PROTEIN IN ZWF1-BLH1/LAP3 INTERGENIC 
REGION >gi_2131939_pir S63206 hypothetical protein YNL240c 



32642 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- yeast (Saccharomyces cerevisiae) 

>gi_1183974_emb_CAA93358_ (Z69381) N1114 [Saccharomyces 
cerevisiae] >gi_1302274_einb_CAA9614 5_ (Z71516) ORE YNL240c 
[Saccharomyces cerevisiae] 

228278 

LIB3196-003-P1-M1-B8 

BLASTX 

gl27148 

561 

6.0e-58 

108 

99 

MYOSIN LIGHT CHAIN ALKALI,. SMOOTH-MUSCLE ISOFORM (MLC3SM) 

(LC17B) (LC17-GI) >gi_108819_pir S13671 myosin catalytic 

light chain A - bovine >gi_1360691_pir M0HU6N myosin 

all<ali light chain 6, nonmuscle form - human 
>gi_578_emb_CAA38721_ (X54977) 17,000 dalton myosin light 
chain [Bos taurus] >gi_189018 (M22919) non-muscle myosin 
light chain [Homo sapiens] 

228279 

LIB3196-003-P1-M1-B9 
BLASTX 

g3024101 ^. 
353 

l.Oe-33 

87 

76 

CHLORIDE CONDUCTANCE INDUCER PROTEIN MAT- 8 PRECURSOR 
>gi_1082298_pir A55571 chloride conductance inducer Mat-8 

- human >gi_1085026__emb__CAA63604_ (X93036) MATS protein 
[Homo sapiens] 



Seq. No. 228280 

Seq. ID LIB319 

Method BLASTX 

NCBI GI gl9058 

BLAST score 54 6 

E value 4 . Oe-5 

Match length 111 

% identity 95 

NCBI Description (U9087 
sapien 



6-003-Pl-Ml-Cl 

74 

6 



8) carboxyl terminal LIM domain protein [Homo 
s] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



228281 . 

LIB3196-003-P1-M1-C2 

BLASTX 

g207905 

541 

l.Oe-55 

122 
89 

(M18027),'" alpha globulin" B [Artificial gene] 
228282 

LIB3196-003-P1-M1-C4 



32643 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3319958 

663 - . 

7.0e-70 

126 

8 

(AJ228139) VAKTI precursor [Homo sapiens] 
228283 

LIB3196-003-P1-M1-C5 

BLASTX 

gl37578 

474 

9.0e-48 

122 

78 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228284 

LIB3196-003-P1-M1-C7 

BLASTX 

gl785488 

158 

l.Oe-10 

80 
40 

(D14590) flavonoid 3 5 ' -hydroxylase [Campanula medium] 
228285 

LIB3196-003-P1-M1-C8 

BLASTX 

gll6075 

188' 

3.0e-14 

80 

55 

CCAAT/ENHANCER BINDING PROTEIN BETA (C/EBP BETA) (NUCLEAR 
FACTOR NF-IL6) (TRANSCRIPTION FACTOR 5) 

>gi_107921_pir S12788 transcription factor NF-IL6 - human 

>gi_35036_emb_CAA36794_ (X52560) nuclear factor NF-IL6 (AA 
1-345) [Homo sapiens] 

228286 

LIB3196-003-P1-M1-C9 

BLASTX 

g207905 

509 

7.0e-52 

120 

85 

(M18027) alpha globulin B [Artificial gene] 



32644 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



228287 

LIB3196-003-P1-M1-D1 

BLASTX 

g547712 

592 

l.Oe-61 

121 

96 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_30384 4_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 

228288 

LIB3196-003-P1-M1-D11 

BLASTX 

gl928981 

500 

8.0e-51 

105 

94 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228289 

LIB3196-003-P1-M1-D12 

BLASTX 

g416877 

356 

9.0e-61 

126 

91 

TRANS-1,2-DIHYDR0BENZENE-1, 2-DIOL DEHYDROGENASE 
(HIGH-AFFINITY HEPATIC BILE ACID-BINDING PROTEIN) (HBAB) 

>gi_1071804_pir ^A53436 3-alpha-hydroxysteroid/dihydrodiol 

dehydrogenase (EC 1.1.1.-) - human >gi_181549 (M86609) 
dihydrodiol dehydrogenase [Homo sapiens] 
>gi_4 52484_gb_AAA16227.1_ {U05684) dihydrodiol 
dehydrogenase [Homo sapiens]- >gi_487135 (U05861) hepatic 
dihydrodiol dehydrogenase [Homo.',sapiens] 

228290 

LIB3196-003-P1-M1-D2 

BLASTX 

g542184 

206 

2.0e-16 

108 

40 

globulin-lS, GLBIS - maize 
228291 

LIB3196-003-P1-M1-D4 

BLASTX 

g4406775 

220 

5.0e-18 



32645 



Match length 
% identity - 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



77 . 
58 

(AC006836) unknown protein [Arabidopsis thaliana] 
228292 

LIB3196-003-P1-M1-D9 

BLASTX 

gl504040 

143 

6.0e-09 

118 

16 

(D86983) similar to D.melanogaster peroxidasin (U11052 ) 
[Homo sapiens] 

228293 

LIB3196-003-P1-M1-E1 

BLASTX 

g3915737 

471 

2.0e-47 

120 

43 

IMPORTIN ALPHA SUBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370-, (AF017252) importin alpha [Lycopersicon 
esculentum] 

228294 

LIB3196-003-P1-M1-E10 

BLASTX 

g4417309 

166 

l.Oe-11 

106 

37 

{AC006446) putative pol polyprotein with^a reverse 
transcriptase domain' [Arabidopsis thaliana] 



Seq. No. 


228295 


Seq. ID 


LIB3196-003-P1-M1-E11 


Method 


BLASTX 


NCBI GI 


g3746127 


BLAST score 


307 


E value 


4.0e-28 


Match length 


81 


% identity 


75 


NCBI Description 


(U76253) E25B protein [Mus musculus] 


Seq. No. 


228296 


Seq. ID 


LIB3196-003-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


g3024665 


BLAST score 


202 


E value 


7.0e-16 


Match length 


114 


% identity 


41 


NCBI Description 


STRICTOSIDINE SYNTHASE 3 PRECURSOR >gi 



32646 



strictosidine synthase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228297 

LIB3I96-003-P1-M1-E4 

BLASTX 

gll5502 

585 

9.0e-61 

120 

49 

CALMODULIN-RELATED PROTEIN NB-1 (CALMODULIN-LIKE PROTEIN) 

(CLP) >gi_71690_pir MCHUNB calmodulin-related protein NB- 

- human >gi_29650_emb_CAA31809_ (X134 61) hGH6 
calmodulin-like protein [Homo sapiens] >gi_189081 (M58026) 
NB-1 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. ..Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228298 

LIB3196-003-P1-M1-E9 

BLASTX 

g2146982 

449 

8.0e-45 

93 

100 

UDP-galactose translocator protein 
>gi_1526438_dbj_BAA12673_ (D84454) 
translocator [Homo sapiens] 



- human 
UDP-galactose 



228299 

LIB3196-003-P1-M1-F1 

BLASTX 

g2494144 

209 

9.0e-17 

118 

7 

{AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228300 

LIB3196-003-P1-M1-F10 

BLASTX 

g3915742 

580 

3.0e-60 

121 

91 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_4 44 320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 



Seq. No: 
Seq. ID 
Method 
NCBI GI 
BLAST score 



228301 

LIB3196-003-P1-M1-F11 

BLASTX 

g4336349 

526 



32647 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-54 

110 

91 

(AF082871) arsenate resistance-protein ARS2 



[Homo sapiens] 



228302 

LIB3196-003-P1-M1-F12 
.BLASTX 
g586120 
231 

3.0e-19 

102 

49 

TRICHOHYALIN >gi_539701_pir ^A45973 trichohyalin 

>gi_292836 (L09190) trichohyalin [Homo sapiens] 



human 



228303 

LIB3196-003-P1-M1-F4 

BLASTX 

g729391 

634 

2.0e-66 
128 
98 • 

MITOCHONDRIAL, TRIFUNCTONAL ENZYME ALPHA SUBUNIT PRECURSOR " 
(TP-ALPHA) [CONTAINS: LONG-CHAIN ENOYL-COA HYDRATASE ; LONG 
CHAIN 3-HYDROXYACYL-COA DEHYDROGENASE ] 

.>gi_54 3064_pir JC2108 long-chain-fatty-acid beta-oxidation 

multienzyme complex alpha chain precursor, mitochondrial - 
human >gi_862457_dbj_BAA03941_ (D16480) enoyl-CoA 
hydratase/3-hydroxyacyl-CoA dehydrogenase alpha-subunit of 
trifunctional protein [Homo sapiens] 

>gi_4504325_ref_NP_000173. l_pHADHA_ hydroxyacyl-Coenzyme A 
dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme 
A hydratase (trifunctional protein), alpha su 



Seq. No. 


228304 


Seq. ID 


LIB3196-003-.P1-M1-F7 


Method 


BLASTX 


NCBI GI 


g3646373 


BLAST score 


534 


E value 


8.0e-55 


Match length 


105 


% identity 


92 


NCBI Description 


(AJ011078) RGPl protein 


Seq. No. 


228305 


Seq. ID 


LIB3196-003-P1-M1-F8 


Method 


BLASTX 


NCBI GI 


g3337351 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


50 


% identity 


58 


NCBI Description 


( AC004 4 8 1 ) hypothetical 


Seq. No. 


228306 



32648 



Seq. ID 


LIB3196-003-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


g4467804 


BLAST score 


625 


E value 


2.0e-65 


Match length 


117 


% identity 


95 


NCBI Description 


(AL031678) TGM3 { PROTEIN-GLUTAMINE GLUTAMYL? RANSFERASE E3 




PRECURSOR (EC 2.3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 




[Homo sapiens] 


Seq. No. 


228307 


Seq. ID 


LIB3196-003-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


g547753 


BLAST score 


348 


E value 


6.0e-33 


Match length 


115 


% identity 


70 


NCBI Description 


KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) (CK4) 


Seq. No. 


228308 


Seq. ID 


LIB3196-003-P1-M1-G4 


-Metho'd 


BLASTX 


NCBI GI 


g549063 


BLAST score 


316 ' 


E value 


3.0e-29 


Match length 


81 


% identity 


74 


NCBI Description 


TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 




>gi 1072464 pir A38958 IgE-dependent histamine-releasing 




factor homoTog ~rice >gi 303835 dbj BAA02151 (D12626) 




21kd polypeptide [Oryza sativa] 


Seq. No. 


228309 


Seq. ID 


LIB3196-003-P1-M1-G5 


Method 


BLASTX 


NCBI GI 


g872116 


BLAST ^core 


305 


E value 


6.0e-28 


Match length 


122 


% identity 


44 


NCBI Description 


(X79770) sti (stress inducible protein) [Glycine max] 


Seq. No. 


228310 


Seq. ID 


LIB3196-003-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g4337025 


BLAST score 


351 


E value 


2.0e-33 


Match length 


123 


% identity 


59 .- 


NCBI Description 


(AF123253) AIMl protein [Arabidopsis thaliana] 


Seq. No. 


228311 


Seq. ID 


LIB3196-003-P1-M1-G7 


Method 


BLASTX 



32649 



NCBI GI 
BLAST score 
E value 
Match length 
c%r identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl20669 
561 

.5.0e-58 
110 - 
95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate' dehydrogenase [Magnolia liliiflora] 

228312 

LIB3196-003-P1-M1-G9 

BLASTX 

gl25105 

623 

3.0e-65 

126 

99 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) (CK 5) 

('58 KD CYTOKERATIN) >gi_88051_pir A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 (M21389) 
keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415. l_pKRT5_ keratin 

228313 ^' 

LIB3196-003-P1-M1-H1 • 

BLASTX 

g399888 

619 

l.Oe-64 

126 
97 

HLA CLASS II HISTOCOMPATIBILITY ANTIGEN, GAMMA CHAIN 
(HLA-DR ANTIGENS ASSOCIATED INVARIANT CHAIN) (P33) '(CD74 
ANTIGEN) 

228314 

LIB3196-003-P1-M1-H10 

BLASTX 

g3237306 

625 

2.0e-65 

126 

97 

(U92715) breast cancer antiestrogen resistance 3 protein 
[Homo sapiens] >gi_4 50237 l_ref_NP_0 03558 . l_pBCAR3_ breast 
cancer antiestrogen resistance 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228315 

LIB3196-003-P1-M1-H12 

BLASTX 

g228298 

215 

2.0e-17 • 

64 

69 



32650 



NCBI Description 



transcription factor HE: SUBUNIT=small 34kD [Homo sapiens] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ;iD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228316 
LIB319 
BLASTX 
g23471 
295 

9.0e-2 

74 

81 

{AC002 
transa 



6-003-P1-M1-H2 

87 

7 



338) putative malonyl-CoA: Acyl carrier protein 
cylase, 3* partial [Arabidopsis thaliana] 



228317 

LIB3196-003-P1-M1-H4 

BLASTX 

g386850 

650 

2.0e-68 

129 

100 

(M19723) keratin K5 [Homo sapiens] 
228318 

LIB3196-003-P1-M1-H5 > - 

BLASTX 

gll7528 

309 

*2.0e-28 
90 
81 

LAMBDA-CRYSTALLIN >gi_90077_pir ^A31992 lambda-crystallin 

rabbit >gi_164905 {M22743) lambda-crystallin precursor 
[Oryctolagus cuniculus ] 

228319 

LIB319,6-003-Pl-Ml-H7 

BLASTX 

gl25080 

616 

2.0e-64 

125 

100 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 

14) >gi_214 4816_pir KRHUE keratin, 50K type 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517. l_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

228320 

LIB3196-003-P1-M1-H8 
BLASTX 
g4091080 
262 

6.0e-23 
60 
80 



14) (K14) (CK 
I cytoskeleta 



32651 



NCBI Description 



(AF045571) nucleic acid binding protein [Oryza sativa] 



Seq. . No. 

Seq. ID= 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228321 

LIB3196-004-P1-M1-A9 

BLASTX " , 

gll3944 

605 

4.0e-63 

124 

55 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34388__emb_CAA29338_ (X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi_224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl__ annexin I 
(lipocortin I) 

228322 

LIB3196-004-P1-M1-B1 

BLASTX 

g4455217 

220. 

5.0e-18. 

119 . - 

4 4 

(AL035440) Avr9 elicitor response like protein [Arabidopsis 
thaliana] 

228323 

LIB3196-004-P1-M1-B11 

BLASTX 

g2494305 

281 

l.Oe-52 

\ie 

97 .v:,^:-^... 

TRANSLATION INITIATION FACTOR EIF-2B BETA SUBUNIT (EIF-2B 

GDP-GTP EXCHANGE FACTOR) >gi__1363072_pir S56172 

translation initiation factor eIF-2B beta chain - rabbit 
>gi_1061200_emb_CAA88255_ {Z48222) protein synthesis 
initiation .factor eIF-2B beta subunit [Oryctolagus 
cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



228324 

LIB3196-004-P1-M1-B3 

BLASTX • . . 

g4127947 

650 

2.0e-68 

126 

97 

{AJ01004 6) guanine nucleotide-exchange factor [Homo 
sapiens] 

228325 

LIB3196-004-P1-M1-C12 



32652 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description • 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl877202 

543 

7.0e-56 

120 

90 

(Y08915) alpha 4 protein [Homo sapiens]- 

>gi_4557 663_ref_NP_001542 . l_pIGBPl_ immunoglobulin-binding 
protein 



■004-P1-M1-C2 



228326 
LIB3196 
BLASTX 
gl25080 
616 

2.0e-64 
125 
98 

KERATIN, TYPE I 
14) >gi_2144816 

- human >gi_386848 (J00124) keratin 
>gi_4 504 913_ref_NP_000517. l_pKRT14_ 



CYTOSKELETAL 14 (CYTOKERATIN 

pir KRHUE keratin, 50K type 

[Homo sapiens] 
keratin 14 



14) {K14) (CK 
I cytoskeletal 



(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 
228327 

LIB3196-004-P1-M1-C3 

BLASTX 

g547753 

322 

3.0e-55 

124 

96 

KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) (CK4) 
228328 

LIB3196-004-P1-M1-C6 

BLASTX • ' 

g631131 

534 

l.Oe-54 

109 

98 

epithelial cell marker protein 1 - human >gi_187302 
(M93010) epithelial cell marker protein 1 [Homo sapiens] 

228329 

•LIB3196-004-P1-M1-C8 

BLASTX 

g2961346 

143 

4.0e-14 

54 

76 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 



Seq. No. 



228330 



32653 



Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-004-P1-M1-C9 

BLASTX 

gl346344 

620 

7.0e-65 

123 

100 

KERATIN, TYPE II CYTOSKELETAL 6A (CYTOKERATIN 6A) (CK 6A) 

{K6A KERATIN) >gi_2119221_pir A57398 keratin type II - 

human >gi_908779 {L42583) .keratin type II [Homo sapiens] 



228331 

LIB3196-004-P1-M1-D10 

BLASTX 

g70753 

262 

5.0e-23 

78 

68 

histone H3 - garden pea >gi_82610 pir 



S00373 histone H3 



wheat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI'.. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



228332 • 

LIB3196-004-P1-M1-D3 

BLASTX 

gl710015 

643 , 

l.Oe-67 

125 

98 

RAS-RELATED PROTEIN RAB-12 >gi_631513_pir S40207 rabl2 

protein - dog >gi_4 37 985_emb_CAA80471_ {Z22818) Rabl2 
protein [Canis f amiliaris] 

228333 

LIB3196-004-P1-M1-D7 

BLASTX 

gl346344 

393 

2.0e-38 

109 

76 

KERATIN, TYPE II CYTOSKELETAL 6A {CYTOKERATIN 6A) (CK 6A) 

{K6A KERATIN) >gi_2119221_pir ^A57398 keratin type II - 

human >gi_908779 (L42583) keratin type II [Homo sapiens] 

228334 

LIB3196-004-P1-M1-E1 

BLASTX 

g4099482 

550 

l.Oe-56 

125 

86 

{U87791) eRFS [Homo sapiens] 



Seq. No. 



228335 



32654 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



LIB3196-004-P1-M1-E2 

BLASTX 

gll70499 

586 

8.0e-61 

125 

89 

TRANSLATION INITIATION FACTOR IF-2, MITOCHONDRIAL PRECURSOR 

(IF-2MT) >gi_1082869_pir ^A55628 translation initiation 

factor IF-2 precursor, mitochondrial - human >gi_6094 92 
(L3'4600) initiation factor 2 [Homo sapiens] 
>gi_4505277_ref_NP_002444 .l_pMTIF2_ mitochondrial 
translational initiation factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



228336 

LIB3196-004-P1-M1-F1 

BLASTX 

gl25080 

612 

5.0e-64 

124 

100 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504 9r3_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228337 

LIB3196-004-P1-M1-F2 

BLASTX 

gl922935 

558 

l.Oe-57 
120 

9.8 

(U47924) B-cell receptor associated protein [Homo sapiens] 
>gi_2289906 (AC002397) BAP [Mus musculus] 



S*eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



228338 
LIB319 
BLASTX 
g31766 
279 

7.0e-2 

119 

55 

{AC003 
cerevi 
[Arabi 



6-004-P1-M1-F5 

90 

5 



671) Similar to ubiquitin ligase gb_D63905 from S. 
siae. EST gb_R65295 comes from this gene, 
dopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228339 

LIB3196-004-P1-M1-F6 

BLASTX 

g388.2081' 

594 

8.0e-62 



32655 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
33 

(AJ012552) polyubiquitin [Vicia faba] 
228340 

LIB3196-004-P1-M1-G3 

BLASTX 

g4262292 

312 

l,0e-28 

123 

50 

(AF072506) envelope protein precursor [Homo sapiens] 
228341 

LIB3196-004-P1-M1-G5 

BLASTX 

gl67311 

501 

6.0e-51 

108 

90 

{M83301) 2S albumin storage protein [Gossypium hirsutum] 
228342 

LIB3196-004-P1-M1-G7 

BLASTX 

g4218961 

513 

3.0e-52 

121 

87 

{AF093130) caspase 9 short isoform [Homo sapiens] 
228343 

LIB3196-004-P1-M1-H11 

BLASTX 

g3776021 

57 9 

4.0e-60 

114 

97 

{AJ010472) RNA helicase [Arabidopsis thaliana] 
228344 

LIB31 96-004 -P1-M1-H12 

BLASTX 

g88044 

605 

4.0e-63 

125 

97 

keratin A, type II, cytoskeletal - human (fragment) 
>gi_34073_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Seq. No. 



228345 



32656 



Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



LIB3196-004-P1-M1-H2 

BLASTX 

gl37578 

470 

3.0e-47 

95 

94 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207 906 (M18027) alpha globulin 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228346 

LIB3196-004-P1-M1-H4 

BLASTX 

gl076668 

606 

3.0e-63 

119 

95 

NADH dehydrogenase (EC 1, 
>g i_6 3 9 8 3 4 _einb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 



228347 



Seq. ID 


LIB3196-005-P1-M1-A1 


Method 


BLASTX 


NCBI GI 


gl596167 


BLAST score 


334 


E value 


3.0e-31 


Match length 


117 


% identity 


56 


NCBI Description 


(D87953) RTP [Homo sapiens] >gi_3046386 




nickel-specific induction protein [Homo 


Seq. No. 


228348 


Seq. ID 


■LIB3196^-005-Pl-Ml-A10 


Method 


BLASTX 


NCBI GI 


g346219 


BLAST score 


298 


E value 


4.0e-27 


Match length 


124 


% identity 


59 


NCBI Description 


keratin K4a - human (fragment) 


Seq. No.' 


228349 


Seq. ID 


LIB3196-005-P1-M1-A12 


Method 


BLASTX 


NCBI GI 


gll73209 


BLAST score 


532 


E value 


l.Oe-54 


Match length 


106 


% identity 


99 


NCBI Description 


40S RIBOSOMAL PROTEIN S16 >gi_54 1835_pi: 




protein SI 6 protein - upland cotton 



S41193 ribosomal 



32657 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

228350 

LIB3196-005-P1-M1-A4 

BLASTX 

g3869127 

230 

4.0e-19 

66 

64 

(AB019527) LDOCl protein [Homo sapiens] 
228351 

LIB3196-005-P1-M1-A6 

BLASTX 

g579930 

563 

4 .Oe-58 

112 

96 

(X68314) glutathione peroxidase-GI [Homo sapiens] 

>gi_4 504L03._ref_NP_002074 . l_pGPX2_ glutathione peroxidase 2 

(gastrointestinal) 

228352 

LIB3196-005-P1-M1-A8 

BLASTX 

gl37578 

378 

2.0e-36 

129 

57 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 
>gi 81545 pir S06398 alpha-globulin type A precursor - 
upland cotton >gi_167371 .(M1937 8) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027)^* alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228353 

LIB3196-Q05-P1-M1-A9 

BLASTX 

g421989 

302 

l.Oe-27 
94 

61 " 

serpin - barley >gi_19071_emb_CAA78822_ (Z15116) protein zx 

[Hordeum vulgare] >gi_444778_prf 1908213A protein Zx 

[Hordeum vulgare] 

228354 

LIB3196-005-P1-M1-B1 

BLASTX 

g2501446 

512 



32658 



E value 
Match length 
% identity 
NCBI Description 



4.0e-52 

98 

100 

UBIQUITIN-LIKE PROTEIN SMT3C (UBIQUITIN-HOMOLOGY DOMAIN 
PROTEIN PICl) (UBIQUITIN-LIKE PROTEIN UBLl) 
(UBIQUITIN-RELATED PROTEIN SUMO-1) (GAP MODIFYING PROTEIN 
1) (GMPl) (SENTRIN) >gi__1518694 (U61397) ubiquitin-homology 
domain protein PICl [Homo sapiens] >gi_1574 948 (U38784) 
similar to ubiquitin and to yeast SmtBp (suppressor of 
MIF2); Method: conceptual translation supplied by author 
[Homo sapiens] >gi_1703503 (U72722) gap modifying protein 1 
[Homo sapiens] >gi_1762973 (U67122) SUMO-1 [Homo sapiens] 
>gi_1769602 (U83117) sentrin [Homo sapiens] 
>gi_1770521_emb_CAA67898_ (X99586) SMT3C protein [Homo 
sapiens] >gi_264 5737 (AF033353) ubiquitin-homology, domain 
protein [Mus musculus] >gi_4507801_ref_NP_003343. l_pUBLl_ 
ubiquitin-like 1 (sentrin) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity " 
NCBI Description 



228355 

LIB3196-005-P1-M1-B10 

BLASTX 

g2501494 

315 

4.0e-29 

107 

57 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransf erase - cassava 
>gi_4 5324 9_emb_CAA54 612_ (X77462) UTP-glucose 
glucosyltransf erase [Manihot esculenta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228356 

LIB3196-005-P1-M1-B11 

BLASTX 

gl703290 

143 

2.0e-ll ... ■' • 

86 

45 

ALPHA-2-MACROGLOBULIN RECEPTOR-ASSOCIATED PROTEIN PRECURSOR 
(ALPHA-2-MRAP) (LOW DENSITY LIPOPROTEIN RECEPTOR-RELATED 
PROTEIN-ASSOCIATED PROTEIN 1) (RAP) (HEPARIN BINDING 

PROTEIN-44) (HBP-44) >gi_478425_pir JX0281 heparin-binding 

protein-44 precursor - mouse >gi_460892_bbs_142288 (S67967) 
heparin binding protein-44, HBP-44 [mice, Peptide, 360. aa] 
[Mus sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228357 

LIB3196-005-P1-M1-B12 

BLASTX 

gl488647 

480 

2.0e-48 

116 

82 

(X99937) RNA helicase [Spinacia oleracea] 



32659 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq:' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



228358 

LIB3196-005-P1-M1-B3 

BLASTX 

g30*23847 

654 

8.0e-69 

130 

27 

GUANINE 
PROTEIN 
subunit 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_238537 6_emb_CAA69934_ (Y08678) G protein beta 
-like [Medicago sativa] 



228359 

LIB3196-005-P1-M1-B4 

BLASTX 

gl25080 

668 

2.0e-70 

135 

99 

KERATIN, TYPE I 
14) >gi 2144816 



CYTOSKELETAL 14 (CYTOKERATIN 
pir KRHUE keratin, 50K type 



14) (K14) (CK 
I cytoskeletal 



- human >gi_38684 8.;T500124 ) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517. l_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

228360 , ' ... 

"LIB3196-005-P1-M1-B5 
BLASTX 
g3676473 
270 

8.0e-24 

119 

48 

(AF053886) (R) - ( + ) -mandelonitrile lyase isoform MDL5 
precursor [Prunus serotina] 

228361 

LIB3196-005-P1-M1-B6 

BLASTX 

gl37578 

500 

7.0e-51 

118 

86 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228362 

LIB3196-005-P1-M1-B7 

BLASTX 

g3122072 



-32660 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



603 ■ - 

8.0e-63 

121 

98 

ELONGATION FACTOR 1-ALPHA 1 { EF-1 -ALPHA- 1 ) (ELONGATION 

FACTOR TU) (EF-TU) >gi_2119922_pir 150226 elongation 

factor 1 alpha - chicken >gi_488468 (L00677) elongation 
factor 1 alpha [Gallus gallus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228363 

LIB3196-005-P1-M1-B8 

BLASTX 

gl37578 

453 

2.0e-45 

109 

84 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 {M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 



Seq. No. / 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228364 

LIB3196-005-P1-M1-C10 

BLASTX 

g586120 

148 

l.Oe-09 

46 

57 

TRICHOHYALIN >gi_539701_pir ^A45973 trichohyalin - human 

>gi__292836 (L09190) trichohyalin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228365 

LIB3196-005-P1-M1-C12 

BLASTX 

g2500376 ' 

466 

9.0e-47 

95 

93 

60S RIBOSOMAL PROTEIN L34 >gi_42 62177_gb_AAD144 94 
(AC005508) 23552 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228366 

LIB3196-005-P1-M1-C3 

BLASTX 

g3834310 

549 

2.0e-56 

105 

100 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 



32661 



come from this gene, [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228367 

LIB3196-005-P1-M1-C4 

BLASTX 

g3043548 

340 

5.0e-32 

131 

50 

(AB011084) KIAA0512 protein [Homo sapiens] 
228368 

LIB3196-005-P1-M1-C5 

BLASTX 

gl632831 

347 

8.0e-33 

74 

93 

{Z49698) orf [Ricinus communis] 
228369 

LIB3196-005-P1-M1-C8 

BLASTX 

g3395429 

172 

3.0e-12 

94 

41 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
228370 

LIB3196-005-P1-M1-D1 

BLASTX 

g4008441 

214 

3.0e-17 

62 
63 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 228371 

Seq. I'D LIB3196 

Method BLASTX 

NCBI GI g631131 

BLAST score 272 

E value 3.0e-48 

Match length 107 

% identity 98 

NCBI Description epithel 

{M93010 



•005-P1-M1-D2 



ial cell marker protein 1 - human >gi_187302 

) epithelial cell marker protein 1 [Homo sapiens] 



Seq. No. 



228372 



32662 



Seq. ID 
'l^ethod 
:.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-005-P1-M1-D4 

BLASTX 

g2498629 

598 

3.0e-62 

135 

31 

TRANSCRIPTIONAL REPRESSOR NF-Xl >gi_2135825_pir 138869 

NFXl - human >gi_563217 (U15306) NFXl [Homo sapiens] 
>gi_4505387_ref_NP_0024 95.1_pNFXl_ nuclear transcription 
factor, X-box binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228373 

LIB3196-005-P1-M1-E3 

BLASTX 

gll4374 

583 

l.Oe-60 

120 
99 

SODIUM/POTASSIUM-TRANSPORTING ATPASE ALPHA-1 CHAIN (SODIUM 

PUMP) (NA+/K+ ATPASE) >gi_88220_pir A24414 

Na+/K+-exchanging ATPase (EC 3.6.1.37) alpha-1 chain - 
human >gi_28 927_emb_CAA27840_ (X04297) ATPase alpha subunit 
(aa 1-1023) [Homo sapiens] >gi_219942_dbj_BAA00061_ 
{D00099) Na,K-ATPase alpha-subunit [Homo sapiens] 
>gi_356169_prf 1208322A ATPase alpha, Na/K , [Homo sapiens] 

228374 

LIB3196-005-P1-M1-E5 

BLASTX 

gl346347 

661 

l.Oe-69 

134 

99 

KERATIN, TYPE II CYTOSKELETAL 6D (CYTOKERATIN 6D) (CK 6D) 

(K6D KERATIN) >gi_2119225_pir 161769 keratin type II - 

human (fragment) >gi_914833 (L42610). keratin type II [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228375 

LIB3196-005-P1-M1-E6 

BLASTX 

g3746127 

,348 

6.0e-33 

88 

77 

(U76253) E25B protein [Mus musculus] 



Seq. No.- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228376 

LIB3196-005-P1-M1-E7 

BLASTX 

g399365 

502 

5.0e-51 



32663 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
'E value 
Match 'length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



117 
85 

ALDEHYDE DEHYDROGENASE, DIMERIC NADP-PREFERRING (CLASS 3) 
>gi_178402 (M74542)- aldehyde dehydrogenase type III [Homo 
sapiens] >gi_4502035_ref_NP_0"00682 . l_pALDH3_ aldehyde 
dehydrogenase 

228377 

LIB3196-005-P1-M1-E9 

BLASTX 

g683553 

151 

6.0e-10 

93 

41 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

228378 

LIB3196-005-P1-M1-F10 

BLASTX 

gll73055 

611 

9.0e-64 

122 

99 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 i961_pir S424 97 

ribosoinal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 

228379 

LIB3196-005-P1-M1-F11 

BLASTX 

gll74470 

457 

l.Oe-45 

124 

69 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

228380 

LIB3196-005-P1-M1-F6 

BLASTX 

g4049480 

145 

4.0e-09 

58 

57 

(Y18001) ATPase subunit 8 '[Papio hamadryas] 
228381 

LIB3196-005-P1-M1-F7 
BLASTX 



32664 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3396098 
160 

6.0e-ll 

51 ^. - 

57 

(AF080236) pyridoxamine 5 '-phosphate oxidase [Schizophyllum 
commune] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

.E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228382 

LIB3196-005-P1-M1-F8 

BLASTX 

g4056459 

114 

l.Oe-09 

95 

45 

(AC005990) Contains similarity to gb_L26505 Met30p from 
Saccharomyces cerevisiae. [Arabidopsis thaliana] 

228383 

LIB3196-005-P1-M1-F9 

BLASTX 

gll3950 

562 

5.0e-58-^ ■ . 

113 

59 

ANNEXIN II (LIPOCORTIN II). (CALPACTIN I HEAVY CHAIN) 
(CHROMOBINDIN 8) (P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 

PROTEIN IV) (PAP-IV) >gi_71761_pir LUHU36 annexin II - 

human >gi_219910_dbj_BAA00013_ (D00017) lipocortin II [Homo 
sapiens] 

228384 

LIB3196-005-P1-M1-G1 

BLASTX 

g4490330 

623 

3.0e-65 

129 

96 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228385 

LIB3196-005-P1-M1-G3 

BLASTX 

g3915742 

498 

2.0e-50 

98 

94 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320__prf 1906369A' legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 



32665 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228386 

LIB3196-005-P1-M1-G5 

BLASTX . 

gl26156 

419 

3.0e-41 

130 

65 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi__167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi__1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf_ 1306412C storage 

protein C134 [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228387 

LIB3196-005-P1-M1-H10 

BLASTX 

g4469023 

437 

2.0e-43 

98 

86 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



228388 

LIB3196-005-P1-M1-H12 

BLASTX 

gl076398 

148 

l.Oe-09 

39 

69 

ribosomal protein L2 - Arabidopsis thaliana 
>gi_572523_einb__CAA57902_ (X82556) ribosomal protein L2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228389 

LIB3196-005-Pl-i^l-H3 

BLASTX 

g730165 

305 

7.0e-28 

95 

67 

EARLY NODULIN 93 (N-93) >gi_486679_pir S34801 nodulin 

(clone- GmN93) - soybean >gi_218262_dbj_BAA02724_ (D13506) 
early nodulin [Glycine max] >gi_37 63851_dbj_BAA33816_ 
(AB018378) early nodulin [Glycine max] 
>gi 447138 prf 1913422D nodulin [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228390 

LIB3196-005-P1-M1-H4 

BLASTX 

g3435086 

572 

3.0e-59 



32666 



Match ^leng.th 

% identity 

NCBI Description 

Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



130 . 
89 

(AF004222) RTN2-A [Homo sapiens] 
228391 

LIB3196-005-P1-M1-H7 

BLASTX 

g88044 

625 

2.0e-65 

132 

97 

keratin 4, type II, cytoskeletal 
>gi_34073_emb_CAA30534_ (X07695) 
[Homo sapiens] 



- human (fragment) 
cytokeratin 4 (408 AA) 



228392 

LIB3196-005-P1-M1-H8 

BLASTX 

gl24224 

580 

4.0e-60 
114 

?5 ■ 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_X00345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ {X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum]- 

228393 

LIB3196-006-P1-M1-A1 v 

BLASTX 

g4539405 

489 

l.Oe-49 
116 

81 • 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

228394 

LIB3196-006-P1-M1-A11 

BLASTX 

gl872200 

180 

2.0e-13 

82 

50 

(U22376) alternatively spliced product using exon 13A [Homo 
sapiens] 

228395 

LIB3196-006-P1-M1-A7 
-BLASTX 
g337358 
404 

l.Oe-39 



32667 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
99 

(L03357) RET tyrosine kinase/cAMP protein kinase A^^subunit 
RI [Homo sapiens] 

228396 

LIB3196-006-P1-M1-B1 

BLASTX ^ 

gl346344 

156 

l.Oe-10 

31 

97 

KERATIN, TYPE 
{K6A KERATIN) 



II CYTOSKELETAL 
>gi_2119221 pir 



6A (CYTOKERATIN 6A) (CK 6A) 
_A57398 keratin type II 



human >gi_908779 (L42583) keratin type II [Homo sapiens] 



Seq. No. 


228397 


Seq. ID 


LIB3196-006-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


g3445201 


BLAST score 


281 * • • 


E value 


4.0e-25 


Match length 


61 . . • 


% identity 


80 ■\' ' 


NCBI Description 


(AC004786) unknown protein [Arabidopsis thaliana] 


Seq. No. 


228398 


Seq. ID 


LIB3196-006-P1-M1-B12 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


533 


E value 


l.Oe-54 


Match length 


122 


% identity 


89 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 .(M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228399 

LIB3196-006-P1-M1-B2 

BLASTX 

gl25105 

195 

3.0e-18 

78 

72 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) {K5) (CK 5) 

(58 KD CYTOKERATIN) >gi_88051_pir ^A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 {M21389) 
keratin type 11 [Homo sapiens] 
>gi_4557890_ref_NP_000415. l_pKRT5_ keratin 



Seq. No. 



228400 



32668 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-006-P1-M1-B3 

BLASTX 

g2924781 -r^- 

537 

4.0e-55 

125 

81 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity* 

NCBI Description 



228401 

LIB3196-006-P1-M1-B4 

BLASTX 

gll6075 

437 

2.0e-43 

89 

99 

CCAAT/ENHANCER BINDING PROTEIN BETA (C/EBP BETA) (NUCLEAR 
FACTOR NF-IL6) (TRANSCRIPTION FACTOR 5) 

>gi_107921_pir S12788 transcription factor NF-IL6 - human 

>gi_35036__emb_CAA367 94_ (X52560) nuclear factor NF-IL6 (AA 
1-345) [Homo sapiens] 

228402 

LIB31 96-00 6-P1-M1-B6 

BLASTX 

g4176446 

241 

2.0e-20 

120 

36 

(AL022238) dJ1042K10 . 2 . 1 (novel protein with probable 
rabGAP domains and Src homology domain 3) (isoform 1) [Homo 
sapiens] 

228403 

LIB31 96-00 6-P1-M1-B8 

BLASTX 

gl33014 

471 

2.0e-47 

91 

100 

60S RIBOSOMAL PROTEIN L7A (PLA-X POLYPEPTIDE) 

>gi_71116__pir R5HU7A ribosomal protein L7a - 

>gi_71117_pir R5RT7A ribosomal protein L7a - 

>gi_34203_emb_CAA36383_ (X52138) 
>gi_35512_emb_CAA2'988 9_ (X06705) 
sapiens] >gi 36647 emb CAA43925 



(SURF-3) 
human 
rat 

L7a protein [Homo sapiens] 
PLA-X polypeptide [Homo 
_ (X61923) ribosomal protein 
L7a [Homo sapiens] ">gi_56956_emb_CAA33117_ (X15013) 
ribosomal protein L7a (AA 1-266) [Rattus rattus] >gi_337495 
(M36072) ribosomal protei-n L7a large subunit [Homo sapiens]- 

>gi_1584354_prf 2122395A nuclear hormone 

receptor-associated protein [Homo sapiens] 
>gi_4506661_ref_NP_000963. l_pRPL7A_ ribosomal protein L7a 



32669 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228404 

LIB3196-006-P1-M1-C1 

BLASTX 

gl25077 

496 " ' 

2.0e-50 

119 

87 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA32786_ (X14640) keratin 
13 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228405 

LIB3196-006-P1-M1-C10 

BLASTX 

g3746541 

201 

l.Oe-15 

46 

87 

{AF059273) glucocorticoid modulatory element binding 
protein 2 [Rattus norvegicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ' 

% identity 

NCBI Description 



228406 

LIB3196-006-P1-M1-C11 

BLASTX 

gl346342 

347 

8.0e-33 

118 

65 

KERATIN, TYPE I 
17) (VERSION 2) 
sapiens] 



CYTOSKELETAL 17 (CYTOKERATIN 17) (K17) (CK 
>gi_186685 (M28439) keratin type 16 [Homo 



Seq. No. 

Seq.c: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228407 - ■ / 

LIB3196-006-P1-M1-C3 

BLASTX 

g2662341 

579 

4.0e-60 

114 

98 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
"[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228408 

LIB3196-006-P1-M1-C4 

BLASTX 

gll73256 

525 

l.Oe-53 

100 

100 



32670 



NCBI Description 



40S RIBOSOMAL PROTEIN S4 >gi_629496_pir___S45026 ribosoitial 
protein S4 - upland cotton >gi_4 88739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypiurti hirsutum] 



Seq. No. 


228409 


Seq. ID 


LIB31 96-00 6-P1-M1-C5 


Method 


BLASTX 


NCBI GI 


g464621 


BLAST score 


319 


E value 


1. Oe-29 


Match length 


108 


% identity 


58 


NCBI Description 


60S RIBOSOMAL PROTEIN L6 




ribosomal protein ML16 - 




>gi 19539 emb CAA49175 




[Mesembryanthemum crysta, 


Seq. No. 


228410 


Seq. ID 


LIB3196-006-P1-M1-C9 


Mpthod 


BLASTX 


NCBI GI 


a2435521 


BLAST score 


411 


p. 1 IIP 


2.. Oe-40 


MA't'ch lp*nnt*h 


120 


% identity 


14 


NCBI Description 


(AF024504) contains simi, 




membrane-associated salt' 




[Arabidopsis thaliana] 


Sea No 


228411 


Seq, ID 


'LIB3196-006-P1-M1-D1 


Method 


BLASTX 


NCBI GI 


a2662415 


BLAST score 


216 


E value 


1 . Oe-17 


Match lenoth 


51 


% identity 


71 


NCBI Description 


{U97494) metallothionein- 


Sea No 


228412 ' 


Seq. ID 


T.TR'^1 <5fi-nnfi-P1 -Ml -D'^ 




BLASTX 


NCBI GI 


□541675 




535 


E value 


6.0e-55 


Match length 


119 


% identity 


89 


NCBI Description 


(X76342) alternative ORF 


Seq. No. 


228413 


Seq. ID 


LIB3196-006-P1-M1-D4 


Method 


BLASTX 


NCBI GI 


gll72995 


BLAST score 


262 


E value 


7.0e-23 


Match length 


108 



(YL16-LIKE) >gi_280374_pir S2858 6 

common ice plant 
(X69378) ribosomal protein YL16 



32671 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
'ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

228414 

LIB3196-006-P1-M1-D5 

BLASTX 

g416917, 

212 

6.0e-30 

86 

77 

DESMOGLEIN 1 PRECURSOR (DESMOSOMAL GLYCOPROTEIN 1) (DGl) 

>gi_319948_pir IJHUGl desmoglein 1 precursor - human 

>gi_30506_emb_CAA3997 6_ (X56654) desmoglein type 1 [Homo 
sapiens] >gi_3983129 (AF097935) desmoglein 1 [Homo sapiens] 
>gi_4503401_ref_NP_001933.1_pDSGl_ desmoglein 



228415 

LIB3196 

BLASTX 

g391574 

346 

l.Oe-32 

127 

57 

LEGUMIN 
{M69188 
>gi_4 4 4 
[Gossyp 



■006-P1-M1-D6 



A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
) legumin A [Gossypium hirsutum] 

320_prf 1906369A legumin A:ISOTYPE=D alloallele 

ium hirsutum] 



Seq. No. 
Seq. ID 
Method 



228416 

LIB31 96-00 6-P1-M1-D8 

.BLASTX 

gl20649 

576 

l.Oe-59 

112 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 

>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - human >gi_182861 {M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 ('J02642) glyceraldehyde 3-phosphate 
dehydrogenase (EC 1.2.1.12) [Homo sapiens] >gi_182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] , 
228417 

LIB3196-006-P1-M1-E11 
BLASTX 



32672 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g629693 
■180 

3.0e-13 

74 

50 

probable integrase - common tobacco (fragment) . 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 

228418 

LIB3196-006-P1-M1-E12 

BLASTX 

g3915742 

580 • 

3.0e-60 

121 

91 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_16731-9 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

228419 

LIB3196-006-P1-M1-E2 

BLASTX 

g544129 

433 

5.0e-43 

114 

74 

VIGNAIN PRECURSOR (BEAN ENDOPEPTIDASE) (CYSTEINE PROTEINASE 
EP-Cl) >gi_20994_emb_CAA44816_ (X63102) endopeptidase 
[Phaseolus vulgaris] 

228420 

LIB3196-006-P1-M1-E7 

BLASTX 

gl24504 6 

607 

3.0e-63 

130 

87 

(U45285) specific 116-kDa vacuolar proton pump subunit 
[Homo sapiens] 

228421 

LIB3196-006-P1-M1-E8 

BLASTX 

g479532 

457 

l.Oe-45 

94 

99 

GTP-binding regulatory . protein Gs alpha chain - human 
>gi_1335091_emb_CAA39484_ (X56009) alpha subunit of GsGTP 
binding protein [Homo sapiens] 



3'2673 



oecj . JNO • 


^ 0 ^ 


Oc<^ ■ ±U 




Method 


• BLASTX 


NCBI GI 


g207905 






Cj VaJ-Ue 


X . ue V? J 




X ^ / 




Q1 




^Yixou^ / ) dxpiid yxLUJUXxii D ini. uxxxL-xctx yeiiej 


Coo No 


228423 


Ce^n TV) 


T.TR31 Qfi-DDfi-PI -Ml -F1 fl 








y ^ X 0 D X 0 ^ 


BLAST score 


586 


E value 


7,0e-61 


Match length 


115 




^ / 


ln^dx ueoCxxpuion 


opecxxxo yxaiiuxe px^jLexii^ zorv./ pxeououx iiuiuciii 




^yX X^XoOXJ eULU L/rlrlD J^^O'* ^A^flO^O/ ooirZO pxOLeXil 




QaoTfiinQl "^oT I^^RlfiQI r^-rf 990791 7A ^r:P9ft r^7~o+- *:i i n 
Sapxexioj ^yx XJO/D-3X prx ^^u/^x/ri ooir^o pxijuexii 




sapiens j 


O c . IN U • 


9 9 ft 4 9 4 

' ^ 0 *i ^ rt 


Ocari TO 


LTR31 Qfi-ODfi-PI -Ml -F1 1 

±JX0«JX^U \J \J \J C^X Li X I. X X . 


Met" h (^rH 




NCBI GI 


g4457221 


BLAST score 


184 


Hi vaxue 


X . ue X J 


Maiicn xengcn 


0 D 


% identity 


^9 


inv^dx jjescriptxon 


/ATTl 977Q7^ rMTf-a*!--! tto H 7 T P HM A — H nnH-i-nrr r^yo^hoTTi rP^Ji 

\r\n 11^1} puT-aL-xve D£j±c L'lNr^ xjxricixiiy piouexii L^^j 




cnxnens e j 


O C ■ LN vj » 


99R49S 


oeq. ±u 


T TR'^1 Q^t — nn^^ — PI —Ml — TTI 9 
XjXdOX^u UUD IT X LYIX rXZ 


Method 


BLASTX 


NCBI GI 


g4335763 


DLirio i score 


z o u 


ej vaxue 


9 Ho— 91 

z . ue z X 


Match length 


0 0 


^ -LUcIlUXl-y 


SI 

J X 


lncdx uescrxptxon 


\r\\^\JU 0^0 'i ) UnKnOWn prouexn [,r\xa.JJXUOpo J.S l-XlciXXa.ilci 


Qoo Mo 


99P 4 9 


9prT in 


T.TR^I Qfi-nnfi-P1 -Ml -F9 


Method 


BLASTX 


NCBI GI 


g3043584 


DLit\o L score 


D ft J 


Ej vaxue 


9 fio— f^7 

z • ue D / 


Match length 


1 JZ 


% identity 


96 ' ^ 


NCBI Description 


(AB011102) klAA0530 protein [Homo sapiens] 


Seq. No, 


228427 


Seq. ID 


LIB3196-006-P1-M1-F5 


Method 


BLASTX 



32674 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3885334 
554 

4.0e-57 

126 

82 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

228428 

LIB3196-006-P1-M1-F6 

BLASTX 

gll3339 

651 

2.0e-68 

131 

95 

ADENOSINE DEAMINASE (ADENOSINE AMINOHYDROLASE) 

>gi_67782_pir DUHUA adenosine deaminase (EC 3.5.4.4) - 

human >gi_28380_emb_CAA26734_ (X02994) adenosine deaminase 
[Homo sapiens] >gi_178077 (M13792) adenosine deaminase 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Se'q. ID 
Method 
NCBI GI 
BLAST score 



228429 

LIB3196-006-P1-M1-G12 

BLASTX 

g547751 

625 

2.0e-65 

127 
99 

KERATIN, TYPE I CYTOSKELETAL 17 (CYTOKERATIN 17) (K17) (CK 

17) (39.1) (VERSION 1) >gi_422802_pir S30433 keratin 17, 

cytoslceletal - human >gi_30379_emb_CAA79626_ (Z19574) 
cytokeratin 17 [Homo sapiens] >gi_34075_emb_CAA4 4 4 51_ 
(X62571) keratin related product [Homo sapiens] 
>gi_4557701_ref_NP_000413.1_pKRT17_ keratin 

228430 

LIB3196-006-P1-M1-G8 

BLASTX 

gl37578 

545 

4.0e-56 

125 

89 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228431 

LIB3196-006-P1-M1-G9 

BLASTX 

g547753 

619 



32675. 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-65 

.130 
98 

KERATIN, TYPE II CYTOSKELETAL 4 



(CYTOKERATIN 4) (K4) (CK4; 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score \ 

E value 

Match leogth 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



14) (K14) (CK 
I cytoskeletal 



228432 

LIB3196-006-P1-M1-H1 
BLASTX 
gl25080 
387 

2.0e-37 
76 
100 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 

14) >gi_214 4816_pir KRHUE keratin, 50K type 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

228433 

LIB3196-006-P1-M1-H3 

BLASTX 

gl346349 

611 

8.0e-64 

123 

99 

KERATIN, TYPE II CYTOSKELETAL 6F (CYTOKERATIN 6F) (CK 6F) 

(K6F KERATIN) >gi_2119219_pir 161771 keratin type II - 

human >gi_908805 (L42612) keratin type II [Homo sapiens] 

228434 

LIB3196-006-P1-M1-H4 

BLASTX 

g337760 

520 

3.0e-53 

107 

38 

(M60255) 
sapiens] 



cerebroside sulfate activator protein [Homo 



228435 

LIB3196-006-Pl'Ml-H8 

BLASTX 

gl711507 

378 

2.0e-36 

91 

76 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 
>gi_624221 (U19030) signal recognition particle 19 kDa 
protein subunit SRP19 [Oryza sativa] 

228436 

LIB3196-006-P1-M1-H9 
BLASTX 



32676 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3894178 
428 

2.0e-42 

125 
68 

(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

228437 

LIB3196-007-P1-M1-A10 

BLASTX 

gl29951 

409 

2.0e-42 

94 

83 

BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN) {PG40) 

>gi_72060_pir NBHUC8 decorin precursor - human >gi_181170 

(M14219) proteoglycan core protein [Homo sapiens] 
>gi_4503271_ref_NP_001911.1_pDCN_ decorin 

228438 

LIB3196-007-P1-M1-A2 

BLASTX 

gl25080 

529 

2.0e-54 

108 

99 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 

14) >gi_2144816_pir KRHUE keratin, 50K type 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis ^bullosa simplex, Dowling-Meara, Koebner) 



14) (K14) (CK 
I cytoskeletal 



Seq. No. 


228439 


Seq. ID 


LIB3196-007-P1-M1-A6 


Method 


BLASTX ' ' 


NCBI GI 


g3970680 


BLAST score 


222 


E value 


4.0e-18 


Match length 


68 


% identity 


59 


NCBI Description 


{AL034388) 67A9.b [Drosophila melanogaster] 


Seq. No. 


228440 


Seq. ID 


LIB3196-007-P1-M1-A8 


Method 


BLASTX 


NCBI GI 


g730832 


BLAST score 


174 


E value 


l.Oe-12 


Match length 


53 


% identity 


58 


NCBI Description 


8.4 KD SULFUR-RICH PROTEIN PRECURSOR (SE60 PROTEIN 



(PROBABLE PROTEINASE INHIBITOR P322) >gi_9994 9_pir S24 965 

probable proteinase inhibitor (Bowman-Birk) p322 - soybean 
>gi_18748_emb_CAA78359_ (Z13956) a protein similar to 



32677 



potato tuber protein p322 homolgous to Bowman-Birk 
Proteinase Inhibitor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228441 

LIB3196-007-P1-M1-B10 

BLASTX 

g4263711 

277 

2.0e-24 

63 

76 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228442 

LIB3196-007-P1-M1-B12 

BLASTX 

gl653702 

204 

2.0e-16 

61 

66 

(D90915) dihydrolipoamide acetyltransf erase component ,(E2) 
of pyruvate dehydrogenase complex [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



"228443 

LIB3196-007-P1-M1-B2 

BLASTX 

g2500378 

419 

3.0e-41 

83 

92 

60S RIBOSOMAL PROTEIN L37 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228444 

LIB3196-007-P1-M1-B3 

BLASTX 

g4539292 

244 

9.0e-21 

47 

91 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identit^^ 

NCBI .Description 



228445 

LIB3196-007-P1-M1-B5 

BLASTX 

gl67367 

489 

2.0e-49 
128 
76 

(L08199) 



peroxidase [Gossypium hirsutum] 



Seq. No. 



228446 



32678 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-007-P1-M1-C1 

BLASTX 

g423072 

198 ' ' • 

3.0e-15 

136 

35 

ribosomal protein L7 - human >gi_1335288_emb_CAA41026__ 
(X57958) ribosomal protein L7 [Homo sapiens] 

228447 

LIB3196-007-P1-M1-C11 

BLASTX 

g87774 

628 

9.0e-66 

128 

99 

hypothetical protein - 
>gi_3 4 08 l_emb_CAA2 92 4 8_ 
(266 AA) [Homo sapiens] 



human (clone 266) (fragment) 
(X05803) gene product (clone 266) 



Seq. No. " 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228448 

LIB3196-007-P1-M1-C12 

BLASTX 

gl36479 

502 

5.0e-51 

99 

99 

TRANSLATIONALLY .CONTROLLED TUMOR PROTEIN (TCTP) (P23) 

>gi_88 948_pir S06590 IgE-dependent histamine-releasing 

factor - human >gi_374 96_emb_CAA34200_ (X16064) tumor 
protein (AA 1 - 172) [Homo sapiens] 
>gi_4507669_ref_NP_003286. l_pTPTl_ tumor protein, 
translationally-cont rolled 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228449 

LIB3196-007-P1-M1-C2 

BLASTX 

g81546 

522 

2.0e-53 

119 

88 

alpha-globulin type B precursor 
(fragment) 



(tandem 1) - upland cotton 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228450 

LIB3196-007-P1-M1-C3 

BLASTX 

gl63412 

550 

l.Oe-56 
105 ■ 
97 

(M63009) .-NADH dehydrogenase [Bos taurus] 



32679 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228451 

LIB3196-007-P1-M1-C6 

BLASTX 

gl658197 

591 

2.0e-61 

125 

86 

(U74630) 
(U74631) 



calreticulin 
calreticulin 



[Ricinus communis] >gi_17 63297 
[Ricinus conmiunis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228452 

LIB3196-007-P1-M1-C8 

BLASTX 

gl362093 

452 

4.0e-45 

108 

75 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924 632 (U20595) unknown [Solanum lycopersicum] 

228453 

LIB3196-007-P1-M1-C9 

BLASTX 

g3298540 

564 

2.0e-58 

119 

87 

(AC004681) unknown protein [Arabidopsis thaliana] 
228454 

LIB3196-007-P1-M1-D2 

BLASTX 

g3688598 

530 

3.0e-54 

115 

83 

{AB009029) Cycloartenol Synthase [Panax ginseng] 
228455 

LIB3196-007-P1-M1-D6 

BLASTX 

gl33041 

520 

4.0e-53 

100 

100 

60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_71137_pir R5HUP0 acidic ribosoraal protein PO - human 

>gi_190232 (M17885) acidic ribosomal phosphoprotein (PO) 
[Homo sapiens] >gi_2935618_gb_AAC05176_ (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 ( PID: gl33041) 
[Homo sapiens] >gi_4506667_ref_NP_000993 . l_pRPLP0__ 



32680 



ribosolnar protein, large, PO 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228456 

LIB3196-007-P1-M1-D7 

BLASTX 

gl33041 

182 

5.0e-14 

50 

74 

60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_71137_pir R5HUP0 acidic ribosomal protein PO - human 

>gi_190232 (M17885) acidic ribosomal phosphoprotein (PO) 
[Homo sapiens] >gi_2935618_gb_AAC05176_ (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 (PID: gl33041 ) 
[Homo sapiens] >gi_4506667_ref_NP_000993 . l_pRPLPO_ 
ribosomal protein, large, PO 





Seq. No. 


228457 




Seq. ID 


LIB3196-007-P1-M1-D9 




Method 


BLASTX 




NCBI GI 


gl076316 




BLAST score 


162 


fl 


E value 


3.0e-ll 




Match length 


74 




% identity 


45 


— 


NCBI Description 


drought-induced protein Dil9 - Arabidopsis thaliana 






>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 






thaliana] 


LJ 


Seq. No- 


228458 




Seq. ID 


LIB3196-007-P1-M1-E11 




Method 


BLASTX 




NCBI GI 


g224877 




BLAST score 


502 




E value 


5.0e-51 




Match length 


99 




% ' identity 


96 




NCBI Description" 


deaminase a, adenosine [Homo sapiens] 




Seq. No. 


228459 




Seq. ID 


LIB3196-007-P1-M1-E2 




Method 


BLASTX 




NCBI GI 


g2352925 




BLAST score 


138 . 




E value 


4.0e-19 




Match length- 


113 




% identity 


56 




NCBI Description 


(AF012864 ) plastidic 3-deoxy-D-arabino-heptulosonate 






7-phosphate synthase 2 [Petroselinum crispum] 




Seq. No. 


228460 




Seq. ID 


LIB3196-007-P1-M1-E4 




Method 


BLASTX 




NCBI GI 


gl723292 




BLAST score 


245 




E value 


8.0e-21 



32681 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
42 

HYPOTHETICAL 60.5 KD PROTEIN C13D6.04C IN CHROMOSOME I 
>gi_1204166_einb_CAA93544_ (Z69725) unknown 
[Schizosaccharomyces pombe] 

228461 

LIB3196-007-P1-M1-E9 

BLASTX 

g4558591 

430 

l.Oe-42 

112 

71 

(AC00.6555) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E" value 
Match length 



228462 

LIB3196-007-P1-M1-F1 

BLASTX 

g2736151 

215 ' 

3.0e-17 

Q2 

50 

(AF021935) mytonic dystrophy kinase-related Cdc42-binding 
kinase [Rattus norvegicus] 

228463 

LIB3196-007-P1-M1-F10 

BLASTX 

gll5492 

475 

8.0e-48 

94 

52 

CALMOpULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

228464 

'LIB3196-007-P1-M1-F3 
BLASTX 
g2129636 
248 

3.0e-21 

110 

52 

lipase - Arabidopsis thaliana >gi_1145627 (U38916) lipase 
[Arabidopsis thaliana] 



228465 

LIB3196-007-P1-M1- 

BLASTX 

g4415996 

676 

2.0e-71 
130 



F4 



32682 n 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



98 

{AF059290) beta-tubulin 4 [Eleusine indica] 
228466 

LIB3196-007-P1-M1-F5 

BLASTX 

g3212854 

164 

2.0e-ll 

128 

38 

{AC004 005) unknown protein [Arabid'opsis thaliana] 
228467 

LIB3196-007-P1-M1-F6 

BLASTX 

gl483218 

547 

3.0e-56 

129 

75 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 

228468 ' ' - " ' 

LIB3196-007-P1-M1-G10 

BLASTX 

gll70097 

569 • - 

8.0e-59 

118 

89 

GLUTATHIONE S-TRANSFERASE MU 5 (GSTM5-5) (CLASS-MU) 

>gi_423000_pir ^A46048 glutathione transferase (EC 

2.5.1.18) class mu, GSTM5 - human >gi_4 68260 (L02321) 
glutathione S-transf erase GSTM5-5 [Homo sapiens] 
>gi_4 50418 l_re f _NP_0 00842. l_pGSTM5_ glutathione 
S-transf erase M5 

228469 

LIB3196-007-P1-M1-G11 

BLASTX 

gl25077 

158 

l.Oe-10 

31 

100 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA3278 6_ {X14640) keratin 
13 [Homo sapiens] 

228470 

LIB3196-007-P1-M1-G2 

BLASTX 

g3023858 

615 



32683 



E value ' - 
Match length . 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI" Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scbre 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-54 

128- 

55 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_1256608 {U44850) G protein beta subunit 
[Glycine max] 

228471 

LIB3196-007-P1-M1-G3 

BLASTX 

g232031 

220 

6.0e-18 ■ 

67 

60 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

228472 

LIB3196-007-P1-M1-G6 

BLASTX 

g461776 

304 . 

l.Oe-27 

53 

96 

CORNIFIN (SMALL PROLINE-RICH PROTEIN I). (SPR-I) (SMALL 
PROLINE-RICH SQUAMOUS CELL MARKER) >gi_251369_bbs_108 67 9 
(S40060) sprl=small proline rich squamous cell marker 
[Rhesus monkeys, tracheobronchial epithelium. Peptide, 89 
aa] [Rhesus monkeys] >gi_342297 (M83999) small proline-rich 
protein [Macaca mulatta] 

228473 

LIB3196-007-P1-M1-H1 ■ 

BLASTX 

g3861488 

324 

4.0e-30 

77 

82 

(AF060902) vesicle soluble NSF attachment protein receptor 
VTI2 [Homo sapiens] 

228474 

LIB3196-007-P1-M1-H11 

BLASTX 

g4406656 

434 

5.0e-43 

98 

86 

(AF131820) 



Unknown [Homo sapiens] 



Seq. No. 



228475 



32684 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-007-P1-M1-H3 

BLASTX 

g547008 

■279 ■ ■ 

7.0e-25 

122 

52 

(S70314 ) alpha-adducin==calmodulin-binding protein 
{alternatively spliced, clone ITIOCI} [human, frontal 
cortex. Peptide Partial, 207 aa] [Homo sapiens] 

228476 

LIB3196-007-P1-M1-H5 

BLASTX 

g2244898 * 

247 

4.0e-21 

69 

68 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228477 

LIB3196-007- 

BLASTX 

g2160694 

205 

3.0e-16 ' 
72 

58^ 

(U73528) B» 
thaliana] 



P1-M1-H6 



regulatory subunit of PP2A [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%.. identity 

NCBI Description 



228478 

LIB3196-007-P1-M1-H8 

BLASTX 

gl717824 

372' 

l.Oe-35 

84 

50 

TRICARBOXYLATE TRANSPORT PROTEIN PRECURSOR (CITRATE 
TRANSPORT PROTEIN) (CTP) (TRICARBOXYLATE CARRIER PROTEIN) 
>gi_950004 (U25147) citrate transporter protein [Homo 
sapiens] 

.228479 

LIB3196-008-P1-M1-A11 

BLASTX 

g3294467 

226 

l.Oe-22 

63 " 

90 . ' ' 

(U89341) phosphoglucomutase 1 [Zea mays] 



Seq. No, 



228480 



32685 



Seq. ID 


LIB3196-008-P1-M1-A12 


Method 


BLASTX 


NCBI-GI 


gl8433.99 


BLAST score 


258 ^' * '* . 


E value 


2.0e-22 


Match length 


61 


% identity 


87 


NCBI Description 


(AB000467) unnamed protein product [Homo sapiens] 


Seq. No. 


228481 


Seq. ID 


LIB3196-008-P1-M1-A3 


Method 


BLASTX 


NCBI GI ' 


g3901014 


BLAST score 


235 


E value 


9.0e-20 


Match length 


55 


% identity 


76 


NCBI Description 


(AJ130886) metallothionein-like protein class II [Fagus 




sylvatica] 


Seq. No. 


2-28482 


Seq. ID 


LIB3196-008-P1-M1-A4 


Method 


BLASTX 


NCBI GI 


gll9530 


BLAST score 


651 ■ 


E value 


2,0e-68 


Match length 


128 


% identity 


98 


NCBI Description 


PROTEIN DISULFIDE ISOMEE^SE-RELATED PROTEIN PRECURSOR 




(ERP72) >gi 87320 pir A23723 protein disulf ide-isomerase 




(EC 5.3.4.1) ERp72 precursor - human >gi 181508 (J05016) 




protein disulfide isomerase-related protein [Homo sapiens^ 


Seq. No, 


228483 


Seq. ID 


LIB3196-008-P1-M1-A5 


Method 


BLASTX 


NCBI ''GI 


g87653 


BLAST score 


273 


E value 


3.0e-24 


Match length 


78 


% identity 


76 


NCBI Description 


heterogeneous ribonuclear particle protein C - human 




>gi_306875 (M16342) C protein [Homo sapiens] 


Seq. No. 


228484 


Seq. ID 


LIB3196-008-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


gl25077 


BLAST score 


442 


E value 


2.0e-44 


Match length 


92 


% identity 


98 



NCBI Description 



KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 
13) >gi_71526_pir_KRHU3 keratin 13, type I, cytoskeletal , 
long form - human >gi_34 033_emb_CAA32786_ (X14640) keratin 
13 [Homo sapiens] 



32686 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228485 

LIB3196-008-P1-M1-B12 

BLASTX 

gl34 6347 

427 

2.0e-42 

107 

85 

KERATIN, TYPE II CYTOSKELETAL 60 (CYTOKERATIN 6D) (CK 6D) 

(K6D KERATIN) >gi_2119225_pir 161769 keratin type II - 

human (fragment) >gi_914833 (L42610) keratin type II [Homo 
sapiens] 



Seq. No. 


2284 8 6 


Seq. ID 


LIB3196- 


Method 


BLASTX 


NCBI GI 


gl885356 


BLAST score 


205 


E value 


9.0e-17 


Match length 


45 


% identity 


82 


NCBI Description 


(U59323) 


Seq. No. 


228487 


Seq. ID 


LIB3196- 


Method 


BLASTX 


NCBI GI. 


g346219 


BLAST score 


245 


E value 


7.0e-21 


Match length 


124 


% identity 


51 


NCBI Description 


keratin 


Seq. No, 


228488 


Seq. ■ ID 


LIB3196- 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


596 


E value 


5.0e-62 


Match length 


117 


% identity 


97 


NCBI Description 


VICILIN 



type 1 RNA helicase pNORFl [Homo sapiens] 



•P1-M1-B3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi^81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207 906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

' [Saguinus oedipus] 

228489 

LIB3196-008-P1-M1-B9 . 

BLASTX 

g284779 

184 

3.0e-26 

76 

73 

Ras guanine nucleotide exchange factor son-of-sevenless 



S2687 



(SOS) 1 - mouse >gi_54135_einb_CAA77662_, (Z11574) mouse Son 
of sevenless 1 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq,. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228490 

LIB3196-008-P1-M1-C1 

BLASTX 

g3868758 

235 

5.0e-20 

59 

'75 

(D89802) elongation factor IB gamma [Oryza sativa] 



228491 

LIB3196-008-P1-M1-C11 

BLASTX 

g3334405 

432 

5.0e-43 

91 

99 

VACUOLAR ATP SYNTHASE 
>gi_2267583 (AF009338) 
[Gossypium hirsutum] 



SUBUNIT E (V-ATPASE 
vacuolar H+-ATPase 



E SUBUNIT) 
subunit E 



228492 

LIB3196-008-P1-M1-C12 

BLASTX 

g484102 

227 

8.0e-19 

97 

52 

(U02082) 
sapiens] 



guanine nucleotide regulatory protein [Homo 
>gi_3041860 (AC004534) guanine nucleotide 



regulatory protein [Homo sapiens] 
228493 

LIB3196-008-P1-M1-C2 

BLASTX 

g3334115 

335 

2.0e-31 

84 

80 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF00648 9) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228494 

LIB3196-008-P1-M1-C6 

BLASTX 

g2315449 . 

190 

2.0e-14 
84 



32688 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score • 
E value 
Match length 



45 

(AF016448) similar to Saccharomyce^s cerevisiae nuclear 
protein SNF7 (SP : P39929) in one region and the chromosome 
segregation protein SMC2 (SP:P38989) in another 

[Caenorhabditis elegans] 

228495 

LIB3196-008-P1-M1-D10 

BLASTX 

gl703121 

646 - 
7.0e-68 

127 

99-- - 

ACTIN, CYTOPLASMIC TYPE 5 >gi_63007_emb_CAA26486_ (X02648) 
put. type 5 nonmuscle actin [Gallus gallus] 

228496 

LIB3196-008-P1-M1-D11 

BLASTX 

g3935151 

307 

2.0e-28 

89 - 

61 ^ . 

(AC005106) T25N20.15 [Arabidopsis thaliana] 
228497 

LIB3196-0d8-Pl-Ml-D9 

BLASTX 

g462013 

565 

2.0e-58 

125 

90 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 

228498 

LIB3196-008-P1-M1-E12 

BLASTX 

g4510347 

155 

2.0e-10 

60 - , 

55 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
228499 

LIB3196-008-P1-M1-E2 

BLASTX 

g2995405 

357 

5.0e-34 
118 



32689 



identity 58 
NCBI Description (Y12432) polyprotein [Ananas comosus] 

Seq. No. 228500 

Seq. ID ^ LIB3196-008-P1-M1-E4 

Method BLASTX 

NCBI GI gll9165 

BLAST score 411 

E value 3..0e-41 

Match length 127 

% identity 72 



NCBI Description ELONGATION FACTOR 1-GAMMA (EF-l-GAMMA) 

>gi_105918_pir S22655 translation elongation factor eEF-1 

gamma chain - human >gi_31102_emb_CAA45089_ {X63526) 
homologue to elongation factor 1-gamma from A.salina [Homo 
sapiens] >gi_31104_emb_CAA77 630_ {Z11531) elongation 
factor-l-gamma [Homo sapiens] 

>gi_4503481_ref_NP_001395.1_pEEFlG_ eukaryotic translation 
elongation factor 1 gamma 



Seq. No. 


228501 


Seq. ID 


LIB3196-008-P1-M1-E5 


Method 


BLASTX 


NCBI GI 


g2252630 


BLAST score 


142 


E value 


3.0e-.09 


Match length 


45 


% identity 


64 


NCBI Description 


(U95973) hypothetical protein [Arabidopsis 


Seq. No. 


228502 


Seq. ID 


LIB3196-008-P1-M1-E6 


Method 


BLASTX 


NCBI GI. 


gl663567 


BLAST score 


364 


E value 


8.0e-35 


Match length 


72 ■: 


% identity ;' 


92 - * ■ 


NCBI Description 


(U60800) semaphorin [Homo sapiens] 


Seq. No. 


228503 


Seq. ID 


LIB3196-008-P1-M1-E8 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


425 


E value. 


3.0e-42 


Match length 


101 


% identity 


82 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 



228504 

LIB3196-008-P1-M1-F1 

BLASTX 

gll3950 

355 

4.0e-34 
70 



32690 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E.-^value 

Match length 

% identity 

NCBI Description 



66 

ANNEXIN II {LIPOCORTIN II) (CALPACT.IN I HEAVY CHAIN) 
(CHROMOBINDIN 8) (P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 

PROTEIN IV) (PAP-iV)' >gi_71761_pir LUHU36 annexin II 

human >gi_2199iO_dbj_BAA00013_ (D00017) lipocortin II [Homo 
sapiens] 

228505 

LIB3196-008-P1-M1-F11 

BLASTX 

g4325372 

227 

7.0e-19 

99 

42 

(AF128396) contains similarity to protein disulfide 
isomerases [Arabidopsis thaliana] 



228506 

LIB3196 

BLASTX 

g423485 

151 

4.0e-10 

55 
64 

interf e 
(f ragme 
factor 



•008-P1-M1-F2 



ron response element-binding factor IREBF-2 - mouse 
nt) >gi_293675 (L13610) IFN-response element binding 
2 [Mus musculus]^ 



Seq. No. 


228507 


Seq. ID 


LIB3196-008-P1-M1-F7 


Method 


BLASTX 


NCBI GI 


gl362009 


BLAST score 


429 


E value 


l.Oe-42 


Match' length 


106 


% identity 


50 


NCBI Description 


ubiquitin-like protein 7 


Seq. No. 


228508 


Seq. ID 


LIB3196-008-P1-M1-F8 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


456 


E value 


7.0e-46 


Match length 


90 


% identity'' 


98 


NCBI Description 


VICILIN PRECURSOR (ALPHA- 



Arabidopsis thaliana 



Seq. No. 
Seq. ID 



OBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228509 

LIB3196-008-P1-M1-G1 



32691 



Method 


BLASTX 


NCBI GI 


gl 35 098 4 


nixAoi score 




E value 


5.0e-29 


Match length 


71 


% identity 


89 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A >gi_469248 (L31645) ri 




protein S3a [Helianthus annuus] 


Seq. No. 


228510 


Seq. ID 


LIB3196-008-P1-M1-G10 


Method 


BLASTX 






BLAST score 


165 


E value 


l.Oe-11 


Match length 


40 


% identity 


82 


NCBI Description 


(AJ0104 66) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


228511 


Seq. ID 


LIB3196-008-P1-M1-G11 


Method 


BLASTX 


JNUol . ol 


gzzz ft 


BLAST score 


557 


E value 


l.Oe-57 


Match length 


104 


% identity 


99 


NCBI Description 


. (AB002302) KIAA0304 [Homo sapiens] 


Seq. No. 


228512 


Seq. ID 


LIB3196-008-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


gl709233 


dLAo i score 


T 1 /I 


E value 


5.0e-29 


Match length 


94 


% identity 


67 


NCBI Description 


NADH-CYTOCHROME B5 REDUCTASE >gi_162941 (M83104) 




b-5 reductase [Bos taurus] 


Seq. No. 


228513 


Seq. ID 


LIB3196-008-P1-M1-G5 


Method 


BLASTX 


NCBI GI 


gl29881 


BLAST score 


576 


E value 


l.Oe-59 


Match length 


126 


% identity 


90 



NCBI Description 



PYROPHOSPHATE—FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_4 82294_pir ^A36094 

pyrophosphate — fructose- 6-phosphate 1 -phosphotransferase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 {M55190) pyrophosphate-f ructose 6-phosphate 
1-phosphotransf erase alpha-subunit [Solanum tuberosum] 



32692 



Seq. No/ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
"NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 



228514 

LIB3196-008-P1-M1-H12 
BLASTX • • 

gl37578- . 
518 

5.0e-53 

99 

98 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_l 67371 {M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 
[Artificial gene] >gi_226119_prf_1410330A vicilin gene A 
[Saguinus oedipus] 

228515 

LIB3196-008-P1-M1-H2 

BLASTX 

gl731146 

191 

2.0e-14 

49 

71 

HYPOTHETICAL 42.1 KD PROTEIN ZK1307.9 IN CHROMOSOME III 
>gi_3881615_einb_CAA87435_ (Z47358) similar to YJU2, protein 
[Caenorhabditis elegans] 

228516 

LIB3196-008-P1-M1-H3 

BLASTX 

g2072966 

314 

l.Oe-47 

133 

72 

(U93570) ^p40 [Homo sapiens] 
228517 

' LIB3196-008-P1-M1-H6 
BLASTX 
gll9165 
326 

3.0e-30 

59 

98 

ELONGATION FACTOR 1-GAMMA (EF-l-GAMMA) 

>gi_105918_pir S22655 translation elongation factor eEF-1 

gamma chain - human >gi_31102_emb_CAA4 5089_ (X63526) 
homologue to elongation factor 1-gamma from A.salina [Homo 
sapiens] >gi_31104_emb_CAA77 630_ (Z11531) elongation 
factor-l-gamma [Homo sapiens] 

>gi_4503481_ref_NP_001395. l_pEEFlG_ eukaryotic translation 
elongation factor 1 gamma 

228518 

LIB3196-008-P1-M1-H7 
BLASTX 



32693 



NCBI GI g585241 

BLAST score 151 

E value 7 . Oe-10 . 

Match length 85 ' ■ ' " , 

% identity 47 

NCBI Description HISTONE HI >gi_629668_pir S45662 histone HI - tomato 

>gi_424100 (U03391) histone HI [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228519 

LIB3196-008-P1-M1-H8 

BLASTX 

g2997745 

301 

l.Oe-27 

65 

92 

{AF054840) tetraspan TM4SF; Tspan-3 [Homo sapiens] 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228520 

LIB3196-009-P1-M1-A11 

BLASTX 

gl37578 

562 • 

4.0e-58 ' 

113 

97 

VICILIN PRECURSOR {ALPHA-GLOBULIN A) {CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 {M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No, 228521 

Seq. ID LIB3196-009-P1-M1-A12 

Method . BLASTX 

NCBI GI g3 12334 9 

BLAST score 206 

E value 2.0e-16 

Match length 85 

% identity 48 

NCBI Description {AJ005788) hypothetical protein [Cicer arietinum] 

Seq. No, 228522 

Seq. ID LIB3196-009-P1-M1-A2 

Method BLASTX 

NCBI GI gl00488 

BLAST score 266 

E value 2.0e-23 

Match length 88 

% identity 57 

NCBI Description TNP2 protein - garden snapdragon 

Seq. No. 228523 

Seq. ID LIB3196-009-P1-M1-A5 

Method BLASTX 

NCBI GI g2135748 



32694 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300 

l.Oe-27 r^- 
84 

■35 - ' 

MLN 62 protein - human >gi_213574 9_pir S60681 MLN 62 

protein - human >gi__951277_emb_CAA564 91__ (X80200) cystein 
rich domain associated to RING and TRAF protein [Homo 
sapiens] 



Seq. No. 


228524 


Seq. ID 


LIB31 96-00 9-Pl-Ml-Bl 


Method 


BLASTX 


NCBI GI 


gl037127 


BLAST score 


666 


E value 


*3.0e-70 


Match length 


133 


% identity 


95 


NCBI Description 


Mig- 6=mitogen-inducible gene mig- 




cells, Peptide, 462 aa] 


Sea. No 


228525 


Seq. ID 


LIB31 96-00 9-P1-M1-B4 


Method 


..BLASTX 


NCBI GI 


g804996 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


64 


% identitv 


77 


NCBI Descriotion 


fZ49216) mitoxantrone— resistance . 




sapiens ] 


Sea No 


228526 


Seq. ID 


LIB31 96-00 9-P1-M1-B7 


Method 


BLASTX 


NCBI GI 


g3043714 


BLAST score 


509 


E value 


6.0e-52 


Match length 


117 


% identity 


85 


NCBI Description 


(AB011167) KIAA0595 protein [Homo 


Seq. No. 


228527 


Seq. ID 


LIB3196-009-P1-M1-B8 


Method 


BLASTX 


NCBI GI 


g547712 


BLAST score 


550 


E value 


l.Oe-56 


Match length 


110 


% identity 


97 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A (] 



>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_30384 4_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



228528 

LIB3196-009-P1-M1-C1 
BLASTX 



32695 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl81969 
440 

8.0e-44 

113 

79 

(M19997) elongation factor .2 [Homo sapiens] 
228529 

LIB3196-009-P1-M1-C10 

BLASTX 

g2920535 

146 

2.0e-09 

76 

49 

(AF018081) type XVIII collagen [Homo sapiens] 
228530 

LIB3196-009-P1-M1-C11 
BLASTX 
*gll3287 
701 

2.0e-74 

130 

100 

ACTIN, ALPHA SKELETAL MUSCLE ( ALPHA- ACTIN 1) 

>gi_71610_pir ^ATHU act in, skeletal "muscle - human 

>gi_71612_pir ATRT actin, skeletal muscle - rat 

>gi_71613_pir ^ATCH actin alpha, skeletal muscle - chicken 

>gi_90264_pir ^A24904 actin, skeletal muscle - mouse 

>gi_55577_emb_CAA24529_ (V01218) actin [Rattus norvegicus] 
>gi_63029_emb_CAA24753_ (V01507) a-actin [Gallus gallus] 
>gi_178029 (J00068) alpha-actin [Homo sapiens] >gi_309088 
(M12866) actin [Mus musculus] >gi_337746 (M20543) 
alpha-skeletal actin precursor [Homo sapiens] >gi_387081 
(M12347) alpha-actin [Mus musculus] >gi_790202 (U16368) 

skeletal alpha actin [Sus scrofa] >gi_223503_prf 0809315A 

actin [Rattus norvegicus] 

>gi_4501881_ref_NP_001091.1_pACTAl_ actin, alpha 1, 
skeletal muscle 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228531 

LIB3196-009-P1-M1-C12 

BLASTX 

g4539005 

194 

6.0e-15 

122 

36 

(AL049481) putative oxidoreductase [Arabidopsis thaliana] 
228532 

LIB3196-009-P1-M1-C2 

BLASTX 

gl945609 

599 

2.0e-62 



32696 



Match length 124 

% identity 100 

NCBI Description (AB003102) 26S proteasome subunit p44.5 [Homo sapiens] 

Seq. No. 228533 

Seq. ID LIB3196-009-P1-M1-C5 

Method BLASTX 

NCBI GI g3845568 

BLAST score 199 

E value 2.0e-15 

Match length 77 

% identity 52 

NCBI Description (AB012042) keratin 6 beta [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228534 

LIB3196-009-P1-M1-C6 

BLASTX 

gll70097 

257 

3.0e-22 

59 

85 

GLUTATHIONE S-TRANSFERASE . MU 5 (GSTM5-5) (CLASS-MU) 

>gi 423000_pir ^A46048 glutathione transferase (EC 

2.571.18) class mu, ^GSTMS - human >gi_4 682 60- (L02321) 
glutathione S-transferase GSTM5-5 [Homo sapiens] 
>gi_4 504181_ref_NP_000842. l_pGSTM5_ glutathione 
S-transferase M5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Descf-ipt ion 



228535 

LIB3196-009-P1-M1-C7 

BLASTX 

g3738257 

458 

7.0e-46 

96 

94 

(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Popuius 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228536 

LIB3196-009-P1-M1-C9 

BLASTX 

g2119228 

189 

3.0e-14 
111 

46 ' " • ■ 

keratin K4a - human (fragment) >gi_313159_emb_CAA47 914_ 
(X67683) keratin K4a [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228537 

LIB3196-009-P1-M1-D1* 

BLASTX 

g730832 

159 

7.0e-ll 



32697 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



53 
53 

8.4 KD SULFUR-RICH PROTEIN PRECURSOR . (SE60 PROTEIN) 

(PROBABLE PROTEINASE INHIBITOR P322) >gi_9994 9_pir S24 965 

probable proteinase inhibitor (Bowman-Birk) p322 - soybean 
>gi_18748_emb_CAA78359_ -(Z13956) a protein similar to 
potato tuber protein p322 homolgous to Bowman-Birk 
Proteinase Inhibitor [Glycine max] 

228538 

LIB3196-009-P1-M1-D10 

BLASTX 

g3776559 

251 

l.Oe-21 

56 
79 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

228539 

LIB3196-009-P1-M1-D2 
BLASTX- 

g2072425 - . 

281 

4.0e-25 

54 

98 

(U83115) non-lens beta gamma-crystallin like protein [Homo 
sapiens] 

228540 

LIB3196-009-P1-M1-D3 

BLASTX 

g2500354 

499 

8.0e-51 

101 

95 

60S RIBOSOMAL PROTEIN LIO (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

228541 

LIB3196-009-P1-M1-D4 

BLASTX 

gl916613 

192 

l.Oe-14 

94 

50 

(U62029) acetyl-CoA carboxylase [Arabidopsis thaliana] 
228542 

LIB3196-009-P1-M1-D5 
BLASTX 



32698 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl082337 
654 

8.0e-69 

131 

94 

DNA helicase 
DNA helicase 



Ql - human >gi_531243_dbj_BAA07200_ (D37984) 
Ql [Homo sapiens] 



228543 

LIB3196-009-P1-M1-D7 

BLASTX 

g3641280 

170 

4.0e-12 

33 

100 

(AF074382) IkB kinase gamma subunit [Homo sapiens] 
>gi_4 504 631_ref_NP_003630.1_pIKBKG_ inhibitor of kappa 
light polypeptide gene enhancer in B-cells, kinase gamma 

228544 

LIB3196-009-P1-M1-D8 

BLASTX 

g2501439 

464 

l.Oe-46 

99 

87 

UBIQUITIN FUSION DEGRADATION PROTEIN 1 HOMOLOG (UB FUSION 
PROTEIN 1) >gi_1654348 (U64445) ubiquitin 
fusion-degradation 1 like protein; UFDlp [Mus musculus] 

228545 

LIB3196-009-P1-M1-D9 

BLASTX 

g2137308 

530 

3.0e-54 

102 
40 

G protein beta subuit like - mouse >gi_475012_dbj_BAA06185 
(D29802) G protein beta subuit like [Mus musculus] 

228546 

LIB3196-009-P1-M1-E3 

BLASTX 

gl20669 . 

441 

7.0e-44 

■88 
92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi 66014. pir DEJMG glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347)" glyceraldehyde ' 
3-phosphate dehydrogenase [Magnolia liliiflora] 



32699 





Seq. No> • 


228547 




Seq. ID 


LIB3196-009-P1-M1-E4 




Method 


BLASTX 




NCBI GI 


g2196542 




BLAST score 


179 




E value 


3. Oe-13 




Match length 


45 




% identity 


76 




NCBI Description 


(AF001894) glycine-rich protein [Oryza sativa' 




Seq. No. 


228548 




Seq. ID 


LIB3196-009-P1-M1-F1 




Method 


BLASTX 




NCBI GI 


g3319958 




BLAST score 


575 




E value 


2.0e-59 




Match length 


115 




% identity 


11 




NCBI Description 


(AJ228139) VAKTI precursor [Homo sapiens] 




Seq. No. 


228549 




Seq. ID 


LIB3196-009-P1-M1-F10 




Method 


BLASTX 




NCBI GI 


gl407625 




BLAST score 


174 




E value 


l.Oe-12 


ffi 


Match length 


32 




% identity 


56 




NCBI Description 


(U40317) PTPsigma [Homo sapiens] 




Seq. No. 


228550 




Seq. ID 


LIB3196-009-P1-M1-F11 


p=i 


Method 


BLASTX 


: ~ 


NCBI GI. 


gl67367 




BLAST score 


374 




E value 


4.0e-36 




Match length 


102 - 




% identity 


72 




- NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 




Seq. No. 


228551 




Seq. ID 


LIB3196-009-P1-M1-F2 




Method 


BLASTX 




NCBI GI 


g2642435 




BLAST score 


447 




E value 


l.Oe-44 




Match I'ength 


104 




% identity 


79 




NCBI Description 


(AC002391) MYB-related protein [Arabidopsis tl 




Seq. No. 


228552 




Seq. ID 


LIB3196-009-P1-M1-F9 




Method 


BLASTX 




NCBI GI 


g3915742 




BLAST score 


443 




E value 


3.0e-44 




Match length 


96 



32700 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf_1906369A legumin A:ISOTYPE=D alloallele 
[Gossypium hirsutum] 

228553 

LIB3196-009-P1-M1-G1 

BLASTX 

g220141 

471 

2.0e-47 

88 

99 

{D01038) VLA-3 alpha subunit [Homo sapiens] 
228554 

LIB3196-009-P1-M1-G10 

BLASTX 

g4098244 

314 

5.0e-29 

94 

66 

(U76409) homeobox 1 protein [Lycopersicon esculentum] 
228555 

LIB3196-009-P1-M1-G11 
BLASTX 

g2135121 - ■ 
387 

6.0e-38 

79 

95 

flightless-I homolog - human (fragment) >gi_440177 (U01184; 
flightless-I homolog [Homo sapiens] 

228556 ' ' 

■LIB3196-009-P1-M1-G3 
BLASTX 
g2459420 
464 

l.Oe-46 

112 

82 

{AC002332) putative ribosomal protein L17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228557 

LIB3196-009-P1-M1-G5 

BLASTX 

g4455246 

202 ' 

3.0e-16' 

55 

69 

{AL035523) putative protein [Arabidopsis thaliana] 



32701 - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228558 

LIB3196-009-P1-M1-G8 

BLASTX 

g3980397 

427 

3.0e-42 

117 

68 

(AC004561) 
thaliana] 



putative protein phosphatase 2C [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228559 

LIB3196-009-P1-M1-G9 

BLASTX 

gl37578 

541 

l.Oe-55 

103 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

uplandv cotton >gi_167371 (M19378) vicilin precursor 
[Gossypiuin hirsutum] >gi_207906.. (M18027) alpha globulin 'A 
[Artificial gene] >gi 226119 prf ' 1410330A vicilin gene A 
[Saguinus oedipus] 

228560 

LIB3196-009-P1-M1-H10 

BLASTX 

gl890152 

259 

l.Oe-22 

69 

68 

(X92510) allene oxide synthase [Arabidopsis thaliana] 
228561 

LIB3196-009-P1-M1-H12-' 

BLASTX 

g683553 

265 

3.0e-23 

87 

64 

(Z48450 
>gi_158 



) oleosin-like protein [Citrus sinensis] 
2679_prf 2119230A oleosin homolog [Citrus sinensis] 



228562 

LIB3196-009-P1-M1-H2 

BLASTX 

g3122072 

585 

9.0e-61 

112 

99 

ELONGATION FACTOR 1-ALPHA 1 



(EF-l-ALPHA-1) (ELONGATION 



32702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FACTOR TU) (EF-TU) >gi_2119922_pir 150226 elongation 

factor 1 alpha - chicken >gi_488468 (L00677) elongation 
factor 1 alpha [Gallus gallus].. 

228563 

LIB3196-009-P1-M1-H6 

BLASTX 

g82228 

295 

l.Oe-26 

72 

85 

hypothetical protein 77 - common tobacco chloroplast 
>gi_225199_prf 1211235AD ORF 77 [Nicotiana tabacum] 

228564 

LIB3196-009-P1-M1-H9 

BLASTX 

g226120 

258 

9.0e-23 

74 

54 

vicilin gene B [Saguinus oedipus] 
228565 

LIB3196-010-P1-M1-A3 

BLASTX 

g3551523 

201 

l.Oe-15 ' 

119 

34 

(AB017026) oxysterol-binding protein [Mus musculus] 
228566 

LIB3196-010-P1-M1-A4 

BLASTX 

g2738949 

500 

9.0e-51 

108 

88 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228567 

LIB3196-010-P1-M1-B1 

BLASTX 

gl352450 

480 

l.Oe-48 

97 

99 

INTERLEUKIN-1 ALPHA PRECURSOR (IL-1 ALPHA) 
(HEMATOPOIETIN-1) >gi_644806 (U19844) interleukin-1 alpha 
[Macaca mulatta] 



32703 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228568 

LIB3196-010tP1-M1-B10 

BLASTX 

g2119228 

196 

3.0e-15 

67 

61 

keratin K4a - human (fragment) >gi_313159_emb_CAA47 914 
(X67683) keratin K4a [Homo sapiens] 

228569 

LIB3196-010-P1-M1-B3 

BLASTX 

g2369766 

449 

9.0e-45 

127 

70 

(AJ001304) hypothetical protein [Citrus x paradisi] 
228570 

LIB3196-010-P1-M1-B6 , 

BLASTX 

g3063647 

491 

l.Oe-4 9 

132 
74 

(AF057285) intersectin-EH binding protein Ibpl [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228571 

LIB3196-010-:P1-M1-B8 

BLAST,X 

g2736153 

178 " 

5.0e-13 

77 

49 

(AF021936) myotonic dystrophy kinase-related Cdc42-binding 
kinase MRCK-beta [Rattus norvegicus] 

228572 

LIB3196-010-P1-M1-C1 

BLASTX 

gll4127 

664 

6.0e-70 

130 

100 

ADP-RIBOSYLATION FACTOR 5 >gi_105230_pir A23741 

ADP-ribosylation factor 5 - human >gi_2137130_pir_JC4949 
ADP-ribosylation factor type 5 - mouse >gi_178987 ('M57567) 
ADP-ribosylation factor [Homo sapiens] >gi_438870 (L12384) 
ADP-ribosylation factor 5 [Rattus norvegicus] 



32704 



>gi_1565215_dbj_BAA13494_ (.D87902) ARF5 [Mus musculus] 
>gi_2088529 (U73002) ADP-ribosylation factor 5 [Homo 
sapiens] >gi_4 502209_ref_NP_001653. l_pARF5_ 
ADP-ribosylation factor 



Seq. No. 


228573 


Seq. ID 


LIB3196-010-P1-M1-C10 


Method 


BLASTX 


NCBI GI 


g3327136 


BLAST score 


604 


E value 


5.0e-63 


Match length 


115 


% identity 


99 


NCBI Description 


(AB014561) KIAA0661 protein [Homo sapiens] 


Seq. No. 


228574 


Seq. ID 


LIB3196-010-P1-M1-C2 


Method 


BLASTX 


NCBI GI 


g2497543 


BLAST score 


274 


E value 


3.0e-24 


Match length 


115 


% identity 


4 6 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_54-2061_pi: 




pyruvate kinase - common tobacco >gi_4 44023_emb_' 




{Z29492) pyruvate kinase [Nicotiana tabacum] 


Seq. No. 


228575 


Seq. ID 


LIB3196-010-P1-M1-C3 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


499 


E value 


l.Oe-50 


Match length 


98 


% identity 


97 


NCBI Description 


VICILIN PRECURSOR {ALPHA-GLOBULIN A) (CLONE GC72 



S41379 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 {M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
, % identity 
NCBI Description 



228576 

LIB3196-010-P1-M1-C4 

BLASTX 

g3947733 

204 

4.0e-16 

111 

42 

(AJ009719) NL25 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method ' 
NCBI GI 
BLAST score 



228577 

LIB3196-010-P1-M1-D4 

BLASTX 

g2078350 

598 



32705 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E.: -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-62^ 

128 

88 

(U95923) transaldolase [Solanum tuberosum] 
228578 

LIB3196-010-P1-M1-D8 

BLASTX 

gl26156 

290 

4.0e-26 

96 

61 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

228579 

LIB3196-010-P1-M1-E1 

BLASTX ■ 

gl26047 

715 

6.0e-76 

134 

100 

L-LACTATE DEHYDROGENASE M CHAIN (LDH-A) 

>gi_65922_pir DEHULM L-lactate dehydrogenase (EC l,l.i:27) 

chain M - human >gi_34313_emb_CAA26088_ (X02152) lactate- 
dehydrogenase-A [Homo sapiens] >gi_780261_emb_CAA2687 9_ 
(X03077) lactate dehydrogenase-A [Homo sapiens] 

228580 

LIB3196-010-P1-M1-E10 

BLASTX 

g3876766 

224 

2.0e-18 

93 

49 

(Z69637 
hypothe 
elegans 



) predicted using Genefinder; Similarity to E.coli 
tical protein YCAC (SW: YCAC_ECOLI) [Caenorhabditis 
] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228581' 

LIB3196-010-P1-M1-E11 

BLASTX 

g464444 

171 

5.0e-23 

90 

63 

PROTEASOME, 30 KD SUBUNIT (MULTICATALYTIC ENDOPEPTIDASE 

COMPLEX 30 KD SUBUNIT) >gi_54 188 9_pir S39900 proteasome 

Arabidopsis thaliana >gi_166830 (M98495) proteasome 



32706 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
228582. 

LIB3196-010-P1-M1-E2 

BLASTX 

gi26047 

263 

4.0e-23 

65 

80 

L-LACTATE DEHYDROGENASE M CHAIN (LDH-A). 

>gi_65922_pir DEHULM L-lactate dehydrogenase (EC 1.1.1.27) 

chain M - human >gi_34313_emb_CAA26088_ (X02152) lactate 
dehydrogenase-A [Homo sapiens] >gi_7802 61_emb_CAA2 6879_ 
(X03077) lactate dehydrogenase-A [Homo sapiens] 

228583 

LIB3196-010-P1-M1-E5 

BLASTX 

g464444 

546 

4.0e-56 

118 

90 

PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDAS.E 

COMPLEX 30 KD SUBUNIT) >gi_54 188 9_pir S39900 proteasome - 

Arabidopsis thaliana'*>gi_166830 {M984 95) proteasome 
[Arabidopsis thaliana] 

228584 

LIB3196-010-P1-M1-E7 

BLASTX 

gll5613 

520 

4.0e-53 

129 >^ 
73 

CALCIUM-DEPENDENT PROTEASE, SMALL (REGULATORY) SUBUNIT 
(CALPAIN) (CALCIUM-ACTIVATED NEUTRAL PROTEINASE) (CANP) 

>gi_67666_pir CIPGL calpain (EC 3.4.22.17) light chain - 

pig >gi_164403 (M11778) calpain I light subunit (EC 
3.4.22.17) [Sus scrofa] >gi_164405 (M11779) pig calpain I 
light subunit (EC 3.4.22.17) [Sus scrofa] 

228585 

LIB3196-010-P1-M1-E9 

BLASTX 

gl37578 

525 

l.Oe-53 

119 

52 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 '(M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 
[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 



32707 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Saguinus oedipus] 



228586 

LIB3196-010-P1-M1-F11 

BLASTX 

g88044 

627 

l.Oe-65 

133 

96 

keratin A, type II, cytoskeletal - human (fragment) 
>gi_34073_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228587 

LIB3196-010-P1-M1-F3 

BLASTX 

g542200 

372 

9.0e-36 

129 

53 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228588 

LIB3196-010-P1-M1-F4 

BLASTX 

g3738257 

438 

2.0e-43 

92 

93 

(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228589 

LIB3196-010-P1-M1-G11 

BLASTX 

gl25077 

190 

8.0e-17 

58 

73 

KEEIATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA32786_ (X14640) keratin 
13 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST 'score 
E value 
Match length 



228590 

LIB3196-010-P1-M1-G8 

BLASTX 

g2586071 

317 

3.0e-29 
126 



32708 



% identity 

NCBI Description 



52 ■ . 

(AF027728) kinesin-related protein [Xenopus laevis] 



Seq. No.' 


228591 


Seq. ID 


LIB3196-010-P1-M1-G9 


Mq-h "hnd 


BLASTX 


IN O J. OX 


CT728836 


BLAST score 


144 


TT ■\TPi 1 np 

ILJ V CI ^ 


4 . Oe-09 




129 


% identity " 


29 


NPRT Dpspriotion 


ALU SUBFAMILY SP WARNING 'ENTRY ! ! ! 


Seq. No. 


228592 


9prT TD 




MpI" hr>H 


BLASTX 


IN O J. w X 


a27 ^9008 




363 


P ^7^5 1 np 


X . U C J *± 


M^'hr'h 1 P'nrT'l~h 


X u ^ 


% 1 dpnt "i 1" V 


74 


NPRT Dp c; p T "i nl" "i r>n 

L>l Va> U A. J \^ d- A- J. W 1 1 


^AFn??4fi'^^ PYP78A^n fRlvrinp ma^fl 


Seq. No. 


228593 


Seq, ID 


LIB3196-010-P1-M1-H12 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score * , 


164 


E value 


8.0e-12 


Match length 


59 


% identity 


64 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228594 

LIB3196-010-P1-M1-H3 

BLASTX 

gZ995990 

230 

4.0e-19 

116 
48 

(AF05374 6) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2 995992 {AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228595 

LIB3196-010-P1-M1-H4 

BLASTX 

g542184 

166 

l.Oe-11 
94 

-37 

globulin-lS, GLBIS - maize 



Seq. No. 
Seq. ID 



228596 

LIB3196-010-Pl-Ma-H8 



32709 



Method . 

NCBI GI 

BLAST score 

E. value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description; 



BLASTX 

g2833389 

513 

3.0e-52 

125 

78 

SOLUBLE GLYCOGEN (STARCH) 
>gi_1200154_emb_CAA65065_ 



SYNTHASE PRECURSOR . (SS III) 
(X95759) glycogen (starch) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score- 



synthase [Solanum tuberosum] 
228597 

LIB3196-010-P1-M1-H9 

BLASTX 

gl26156 

431 

8.0e-43 

109 

82 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 130i5412C storage 

protein C134 [Saguinus oedipus] 

228598 

LIB3196-011-P1-M1-A1Q 

BLASTX 

g2136315 

568 

9.0e-59 

127 

87 

translation elongation factor Tu precursor - human 
>gi_704416 (L38995) elongation factor Tu [Homo sapiens] 
>gi_4507733_ref_NP_003312.1_pTUFM_ Tu translation 
elongation factor, mitochondrial 

«. .> 

228599 

LIB3196-011-P1-M1-A11 

BLASTX 

gl28378 

187 

4.0e-14 

58 
59 

NONSPECIFIC LIPID-TRANSFER PROTEIN A (NS-LTP A) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82031_pir S07142 nonspecific lipid transfer protein - 

castor bean >gi_224 909_prf 1204 170A protein, nonspecific 

lipid transfer [Ricinus communis] 

228600 

LIB3196-011-P1-M1-A9 

BLASTX 

g3687234 

247 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 . Oe-2.1 
92 

51 . 

(AC005169) putative copia-like transposable element 
[Arabidopsis thai i ana] \ 

228601 

LIB3196-011-P1-M1-B1 

BLASTX 

g4559342 

428 

2.0e-42 

120 

67 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 

228602 

LIB3196-011-P1-M1-B10 

BLASTX 

g2072361 

656 

4 .Oe-69 

127 

99 

(AF001008) p38Beta2 MAP Kinase [Homo sapiens] >gi_2232138 
(AF001174) p38beta2 MAP Icinase [Homo sapiens] 
>gi_2326554_emb_CAA74792_ (Y14440) stress activated protein 
kinase-2b [Homo sapiens] >gi_3025677 (AF031135) p38beta2 
MAP Jcinase [Homo sapiens] 

>gi_4506083_ref_NP_002742 . l_pPRKMll_ protein kinase 
mitogen- activated 

228603 

LIB3196-011-P1-M1-B4 

BLASTX 

g2459421 

368 

2.0e-35 

102 

67 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228604 

LIB3196-011-P1-M1-B5 

BLASTX 

g691752 

321 

8.0e-30 

121 

51 

(D29803) preproMP27-MP32 



[Cucurbita sp. ] 



Seq. No. 
Seq. ID 
Method 



228605 

LIB3196-011-P1-M1-B6 
BLASTX 
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NCBI GI 


g3914435 


BLAST score 


400 


E value 


4 . Oe-39 


Match lenath 


84 - 


% idpntitv 


87 


NCBI Description 


PROFILIN 1 >ai 3021375 emb CAA11756 (AJ223982) nrofilin 




TGlvcine max! 


Seq. No. 


228606 


Seq. ID 


LIB3196-011-P1-M1-B7 


Method 


BLASTX 


NCBI GI 


gl81912 


BLAST score 


366 


E value 


4.0e-35 


Match length 


71 


% identity 


97 


NCBI Description 


fM95586) E2A/HLF fusion nrotpin fHomn «;;^ni pn<?l 


Seq. No. 


228607 


Seq. ID 


LIB3196-011-P1-M1-B9 


Method 


BLASTX 


NCBI GI' 


g72287 


BLAST score 


382 


E value 


6:0e-37 


Match length 


109 


% identity . 


71 - . ' • 


NCBI Description 


beta-globulin A precursor (clone 94) - upland cotton- , 



(fragment) >gi_167377 {M16905) legumin precursor [Gossypium 
hirsutum] ^ .: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228608 

LIB3196 

BLASTX 

g315794 

313 ■ 

7.0e-29 

110 

57 

(AC0021 
from Mu 



-011-P1-M1-C12 



31) Contains similarity to BAP31. protein gb_X81816 
s musculus. [Arabidopsis thaliana] 



228609 

LIB3196-011-P1-M1-C3 

BLASTX 

g4455192 

459 

5.0e-46 

124 

66 

(AL035440) putative protein [Arabidopsis thaliana] 
228*610 

LIB3196-011-P1-M1-C9 

BLASTX 

g2827699 

301 

2.0e-27 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 
63 

(AL021684) predicted protein [Arabidopsis thaliana] 
228611 

LIB3196-011-P1-M1-D5 

BLASTX 

g207905 

202 

6.0e-17 

119 

50 

(M18027) alpha globulin B [Artificial gene] 
228612 

LIB3196-011-P1-M1-D7 

BLASTX 

g476850 

637 

6.0e-67 
128 

99 . 

heat shock cognate protein 70 - mouse >gi_309319 (MI9141) 
heat shock protein 70 cognate* [Mus musculus] 
■->gi_1661134_gb_AAB18391. 1_ (U73744) heat shock 70 protein 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228613 

LIB3196 

BLASTX 

gl31392 

363 

8.0e-47 

119 

82 

OXYGEN- 
SUBUNIT 
>gi_814 
complex 
>gi_212 
[Spinac 
protein 



■011-P1-M1-E2 



EVOLVING ENHANCER PROTEIN 2- PRECURSOR (0EE2) (23 KD 
OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) 

79_pir S00005 photosystem II oxygen-evolving 

protein 2 precursor - spinach 

65_emb_CAA29055_ (X05511) 23 kDa OEC protein 

ia oleracea] >gi_225596_prf 1307179A luminal 

23kD [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



228614 

LIB3196-011-P1-M1-E3 

BLASTX 

g2642215. 

326 

2.0e-30 

77 

81 

(AF030386) NOI protein [Arabidopsis thaliana] 
228615 

LIB3196-011-P1-M1-E4 

BLASTX 

g996057 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 
O Method 
^ NCBI GI 
m ■ BLAST score 

E value 
^ Match length 
J ^. %■ identity 
4=J NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity-. 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



584 

l.Oe-60 . 
121 

92 . 

(X90872) associated to Golgi apparatus [Homo sapiens] 
228616 

LIB3196-011-P1-M1-E8 

BLASTX 

g2995405 

453 

3.0e-45 

115 

70 

(Y12432) polyprotein [Ananas comosus] • 
228617 

LIB3196-011-P1-M1-E9 

BLASTX 

g2506379 

230 

3.0e-19 
114 

41 . 

GTP-BINDING PROTEIN GUFl (GTPASE GUFl) 

>gi_1077352_pir S50374 GTP:-binding "protein GUFl - yeast 

(Saccharomyces cerevisiae) >gi_596037 (U17243) Similar to 
GTP binding proteins [Saccharomyces cerevisiae] 

228618 

LIB3196-011-P1-M1-F1 

BLASTX 

g543794 

514 

3.0e-52 
128 

74 . 

SERUM ALBUMIN PRECURSOR >gi_47 6379_pir ^ABHOS serum albumin 

precursor - horse >gi_399672_emb_CAA52194_ (X74045) 
preproalbumin [Equus caballus] 

228619 

LIB3196-011-P1-M1-F10 

BLASTX 

g231536 

565 

2.0e-58 

121 

88 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA4 504 0_ (X634 4 4 ) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4 115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228620 

LIB3196-011-P1-M1-F3 

BLASTX 

g4406656 ' 

439 

l.Oe-43 

109 

81 

(AF131820) Unknown [Homo sapiens] 
228621 

LIB3196-011-P1-M1-F4 

BLASTX 

g3287489 

632 

3.0e-66 

125 

100 

(AF028832) Hsp89-alpha-delta-N [Homo sapiens] 
.228622 

LIB3196-011-P1-M1-F5 

BLASTX ■ 

gl620018 

595 

6.0e-62 

125 

95 

(D87666) heat shock protein 90 [Homo sapiens] 
228623 

LIB3196-011-P1-M1-F7 

BLASTX 

g3249065 

142 

5.0e-09 

54 

57 

(AC004473) Similar to HAKl gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidental 
[Arabidopsis thaliana] 

228624 

LIB3196-011-P1-M1-F9 

BLASTX 

gl865677 

267 

7.0e-24 " '^^ 

12 

71 

(Y08568) trehalose-6-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



228625 

LIB3196-011-P1-M1-G1 

BLASTX 

g4204277 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
-BLAST score 
E value 
Match length 
% identity 
NCBI De'scription 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



522 

2.0e-53 
110 

81 " 

(AC004146) Hypothetical protein [Arabidopsis' thaliana] 
228626 

LIB3196-011-P1-M1-G2 

BLASTX 

g4204277 

210 

3.0e-17 

54 

69 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
228627 

LIB3196-011-P1-M1-G6 

BLASTX 

gll9165 

422 

9.0e-42 

110 

76 

ELONGATION FACTOR 1-GAMMA (EF-l-GAMMA) 

>gi_105918_pir S22655 translation elongation factor eEF-1 

gamma chain - human >gi_31102_emb_CAA4 5089_ {X63526) 
homologue to elongation factor 1-gamma from A.salina [Homo 
sapiens] >gi_31104_emb_CAA77 630_ (Z11531) elongation 
fact or- 1-gamma [Homo sapiens] 

>gi_4 5"034 81_ref_NP_001395. l_pEEFlG_ eukaryotic translation 
elongation factor 1 gamma 

228628 

LIB3196-011-P1-M1-H10 

BLASTX 

gll74592 

484 

5.0e-49 

112 

85 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

228629 

LIB3196-011-P1-M1-H11 

BLASTX 

g2493130 

627 

l.Oe-65 

122 

100 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B - 
[Gossypium hirsutum] 
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Seq. No. 


228630 


Seq. ID 


LIB31 96-01 1-P1-M1-H12 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


342 


E value 


7.0e-36 


Match length 


113 


% identity 


67 


NCBI Description 


(Y12432) polyprotein 


Seq. No. 


228631 


Seq. ID 


LIB3196-012-P1-M1-A4 


Method 


BLASTX 


NCBI GI 


gl923256 


BLAST score 


148 


E value 


9.0e-14 


Match length 


106 


% identity 


40 


NCBI Description 


(U86782) 26S proteasoi 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST'- score ■ 
E value 
Match length 
% identity " 
NCBI Description 



sapiens] 
228632 

LIB3196-012-P1-M1-A9 

BLASTX 

g3158372 

392 

2.0e-38 

80' 
54 

(AF035383) polyubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228633 

LIB3196-012-P1-M1-B12 

BLASTX 

g4539292 

306 

3.0e-28 

68 - 
82 

'(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228634 

LIB3196-012-P1-M1-B5 

BLASTX 

g434759 

191 ' 

2.0e-16 

92 

51 

(D21163) similar to human elongation factor 2 mRNA (HSEF2) 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



228635 

LIB3196-012-P1-M1-B6 

BLASTX 

g3024122 
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*^LAST score 
E value 
Match length 
% identity 
NCBI Description 



419 

*2.0e-41 

96 - 
85.. 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 


228636 


Seq. ID 


LIB3196-012-P1-M1-B7 


Method 


BLASTX 


NCBI GI 


. g3745821 


BLAST score 


455 


E value 


Z . Ue — 4i D 


Match length 


89 


% identity 


94 


NCBI Description 


Chain A, Tubulin Alpha-Beta Dimer, Electron Diffraction 


Seq. No. 


228637 


Seq. ID 


LIB3196-012-P1-M1-B8 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


628. 


E value * 


l.Oe-68 


Match length 


130 


% identity 


99 r 


NCBI Description 


{L08199) peroxidase [Gossypium hirsutum] 

■ < ■ ^ 


Seq. No. 


228638 


Seq. ID 


LIB3196-012-P1-M1-D1 


Method 


BLASTX 


NCBI GI 


g3790567 


BLAST score 


221 


E value 


4.0e-18 


Match length 




% identity 


41 . 


NCBI Description 


(AF078821) RING-H2 finger ;protein RHAlb [Arabidopsis 




thaliana] 


Seq. No. 


228639 


Seq. ID 


LIB3196-012-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g3688172 


BLAST score 


239 


E value 


2.0e-20 


Match length 


78 


% identity 


60 


NCBI Description 


(AL031804) putative protein' [Arabidopsis thaliana] 


Seq. No. 


228640 


Seq. ID 


LIB3196-012-P1-M1-D7 


Method 


BLASTX 


NCBI GI 


g3850818 


BLAST score 


393 - 


E value 


2.0e-38 


Match length 


102 


% identity 


73 
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NCBI Description 



(Y18349) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



228641 

LIB3196-012-P1-M1-E12 
BLASTX 
gll6486 
420 

2.0e-41 
83 
98 

CALPACTIN I LIGHT CHAIN { 
LIGAND OF ANNEXIN II) >gi 
light chain - bovine >gi_ 
light chain"- human >gi_l 
chain [Bos taurus] >gi_17 
chain [Homo sapiens] >gi_ 
annexin II [Homo sapiens] 
>gi_4 506761_ref_NP_002957 
protein AlO (annexin II 1 
polypeptide (pll) ) 



PIO PROTEIN) (Pll) (CELLULAR 

,_89438__pir B28489 calpactin I 

107251_pir JC1139 calpactin I 

62785 (M16464) calpactin I light 
9875 (M81457) calpactin I light 
180596 (M38591) cellular ligand of 

l_pS100A10_ SlOO calcium-binding 
igand/ calpactin I, light 



228642 

LIB3196-012-P1-M1-E2 

BLASTX 

gl37578 

367 

3.0e-35 

101 

76 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228643 

LIB3196-012-P1-M1-E5 

BLASTX 

g2506477 

558 

4.0e-62 

129 

96 

GRG PROTEIN (ESPl PROTEIN) (AMINO ENHANCER OF SPLIT) 
(AES-l/AES-2) >gi_^435425 (U04241) homologous to Swiss-Prot 
accession number P16371 [Homo sapiens] >gi_3850562 
(AC005944) GRG_HUMAN; ESPl PROTEIN; AMINO ENHANCER OF 
SPLIT; AES-l/AES-2; gpl30 associated protein GAM [Homo 
sapiens] 

228644 

LIB3196-012-P1-M1-E6 

BLASTX 

gl26156 

444 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-44 

86 

99 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) {LEGB-C134) 

>gij;72288_pir FWCNBB beta-globulin, B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

228645 

LIB3196-012-P1-M1-E7 

BLASTX 

g266691 

319 

l.Oe-29 ■ ^' 

62 
100 

OLEOSIN 16.4 KD >gi_167361 
[Gossypium hirsutum] 

228646 

LIB3196-012-P1-M1-E8 
BLASTX 
gl346342 
426 

2.0e-48 
115 
89 

KERATIN, TYPE I 
17) (VERSION 2) 
sapiens] 



(L00934) 16.4 kDa oleosin 



CYTOSKELETAL 17 (CYTOKERATIN 17) {K17) (CK 
>gi_186685 (M28439) keratin type 16 [Homo 



Seq. No. 


228647 




Seq. ID 


LIB3196-012-P1-M1-F1 




Method 


BLASTX 




NCBI GI - 


g3395436 




BLAST score 


218 




E valiie ^ 


9.0e-18 




Match length 


67 




% identity 


61 




NCBI Description 


(AC004 683) unknown protein 


[Arabidopsis thaliana] 


Seq. No. 


228648 




Seq. ID 


LIB3196-012-P1-M1-F10 




Method 


BLASTX 




NCBI GI 


gl703052 




BLAST score 


480 




E value 


2.0e-48 




Match length 


123 




% identity 


76 




NCBI Description 


ACTIVATOR 1 37 KD SUBUNIT ( 


REPLICATION FACTOR C 37 


SUBUNIT) .(Al 37 KD SUBUNIT) 


(RF-C 37 KD SUBUNIT) C 



>gi_1498256 (M87339) replication factor C, 37-kDa subunit 
[Homo sapiens] >gi_4506491_ref_NP_002907 . l_pRFC4_ 
replication factor C (activator 1) 4 (37kD) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228649 - 

LIB3196-012-P1-M1-F12 

BLASTX 

gl25105 

157 

l.Oe-10 

60 

60 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) {K5) (CK 5) 

(58 KD CYTOKERATIN) >gi_88051_pir ^A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 {M21389) 
keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415. l__pKRT5_ keratin 





Seq. No. 


•228650 




Seq. ID 


LIB3196-012-P1-M1-F5 




Method 


BLASTX 




NCBI GI 


g2270994 




BLAST score 


164 


yj 


E value 


6.0e-19 




Match length 


77 




% identity 


68 




NCBI Description 


(AF004809) Ca+2-binding EF 


P 


Seq. No. 


228651 - . 


I .. 


Seq. ID 


LIB3196-012-P1-M1-G2 


li I 


Method 


BLASTX ' 




NCBI GI 


g4530435 




■BLAST score 


568 




E value 


l.Oe-58 




Match length 


134 




% identity 


83 




NCBI Description 


(AF117 657) thyroid hormone 



complex component TRAPS 0 [Homo sapiens] 



Seq. No. 

Se.q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228652 

LIB3196-012-P1-M1-G7 

BLASTX 

gl922278 

213 

l.Oe-17 

48 

83 

(Z86091) TCTP protein [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228653 

LIB3196-012-P1-M1-G8 

BLASTX 

g2244763 

440 

9.0e-44 

114 

72 

{Z97335) A6 anther-specific protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



228654 

LIB3196-012-P1-M1-H12 



327^1 



Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl31856 

529 

3.0e-60 

122 

100 

RAS-RELATED PROTEIN RAP-IB (GTP-BINDING PROTEIN SMG P21B) 

>gi_68951_pir TVHURl transforming protein raplb - hioman 

>gi_108713_pir ^A34 655 transforming protein raplb - bovine 

>gi_163722 (M33141) GTP-binding protein (smg p21B) [Bos 
taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



228655 

LIB3196-012-P1-M1-H6 

BLASTX 

g477138 

326 

2.0e-30 

110 

52 

carcinoma-associated antigen GA733-1 precursor - human 
>gi_31591_emb_CAA31781_ (X13425) GA733-1 protein (AA 1-323) 
[Homo sapiens] 

228656 - - 
LIB3196-012-P1-M1-H8 

BLASTX 

g2145023 

216 

.2.0e-17 
112 
42 

(U97700) 15.5 kDa oleosin [Sesamum indicum] 

228657 . 
LIB3196-013-P1-M1-A1 
BLASTX 

g2119106 
632 

3.0e-66 

125 

98 

ribosomal protein L3 - human (fragment) >gi_337580 (M90054) 
ribosomal protein L3 [Homo sapiens] 

228658 

LIB3196-013-P1-M1-A10 

BLASTX 

g2340052 

145 

3.0e-ll 
•42 
90 

(L48990) troponin- T [Mus musculus] 
228659' 

LIB3196-013-P1-M1-A4 



32722 



Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3702323 * * 

160 - 

5.0e-ll 

60 

57 

(AC005397) unknown protein [Arabidopsis thaliana] 
228660 

LIB3196-013-P1-M1-A6 

BLASTX 

g2244990 

406 

8.0e-40 

120 

67 

{Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

228661 

LIB3196-013-P1-M1-B1 

BLASTX 

g547753 

270 ' 

7.0e-24 

102 

65 

KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) (CK4) 



228662 
LIB319 
BLASTX 
g28299 
190 

2.0e-l 

56 

71 

(AC002 
[Arabi 



6-013-P1-M1-B12 

18 

4 



291) similar to "tub" protein gp_U824 68_2072162 
dopsis thaliana] 



Seq. No. 
Seq. ID 



228663 

LIB3196-013-P1-M1-B2 

BLASTX 

gl26156 

455 

l.Oe-45 
116 
7 9 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

228664 

LIB3196-013-P1-M1-B6 



32723 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2498882 

168 

8.0e-14 

68 ■ 
69 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_214 6975_pir S60735 splicing factor SF3a 120K .chain - 

human >gi_899298_einb_CAA594 94_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004 997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 



228665 

LIB3196 

BLASTX 

g419338 

313 

7.0e-29 

81 

75 

(AF0914 
brasili 



-013-P1-M1-C4 



8 



55) translationally controlled tumor protein [Hevea 
ensis] . ' 



228666 

LIB3196-013-P1-M1-D11 

BLASJX 

gll74448 

197 

3.0e-15 

56 

66 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

228667 

LIB3196-013-P1-M1-D7 

BLASTX 

g2511594 

410 

3.0e-40 

84 

93 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic . 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBAl [Arabidopsis thaliana] 

228668 

LIB3196-013-P1-M1-D9 

BLASTX 

g2995384 

170 

l.Oe-12 



32724 



Match length ' 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID ■ 
Method 
NCBI GI 
'BLAST score"" 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
75 

(AJ004810) cytochrome P450 monooxygenase : [ Zea mays] 
228669 

LIB3196-013-P1-M1-E2 

BLASTX 

gl33041 

548 

2.0e-56 

106 

100 

60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_71137_pir R5HUP0 acidic ribosomal protein PO - human 

>gi_190232 (M17885) acidic ribosomal phosphoprotein (PO) 
[Homo sapiens] >gi_2935618_gb_AAC0517 6_ (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 { PID: gl3304 1 ) 
[Homo sapiens] >gi_4506667_ref_NP_000993 . l_pRPLPO_ 
ribosomal protein, large, PO 

228670 

LIB3196-013-P1-M1-E4 

BLASTX 

gl25105 

480 

2.0e-48 

96 

100 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) (CK 5) 

(58 KD CYTOKERATIN) >gi_88051_pir ^A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 (M21389) 
keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415.1_pKRT5_ keratin 

228671 

LIB3196-013-P1-M1-E6 

BLASTX 

g2146797 

483 

8.0e-49 

121 

46 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 

228672 

LIB3196-013-P1-M1-F1 

BLASTX 

g3721858 

478 

3.0e-48 

92 

99 

(AB015234) uroplakin lb [Homo sapiens] ' 



32725 



Seq. No. 

Seq. ID 

Method *3 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228673 

LIB3196-013-P1-M1-F10 

BLASTX 

gl346349 

612 

6.0e-64 

124 

99 

■KERATIN, TYPE II CYTOSKELETAL 6F (CYTOKERATIN 6F) (CK 6F) 

{K6F KERATIN) >gi_2119219_pir 161771 keratin type II - 

human >gi_908805 {L42612) keratin type II [Homo sapiens] 

228674 

LIB3196-013-P1-M1-F12 

BLASTX 

g4567295 

318 

2.0e-29 

106 

51 

(AC006918) putative pol polyprotein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228675 

LIB3196-013-P1-M1-F6 

BLASTX 

g2772564 

378 

l.Oe-36 . 

79 

57 

{AC004000) ADP/ATP carrier protein (adenine nucleotide 
translocator 2) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228676 

LIB3196-013-P1-M1-G1 

BLASTX 

gl25080 

4 87 

3.0e-49 

99 

98 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi__4504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, D.owling-Meara, Koebner) 

228677 

LIB3196-013-P1-M1-G10 

BLASTX 

gl596167 

673 

4.0e-71 

-125 
100 

{D87953) RTP [Homo sapiens] >gi_3046386 (AF004162) 
nickel-specific induction protein [Homp sapiens] 



32726 



Seq, ^^Ng... 

Secf. I'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 

Seq^. , No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228678 

LIB3196-013-PT-M1-G11 

BLASTX 

g3603456 

610 

l.Oe-63 

121 

34 

(AF088848) polyubiquitin [Capsicum chinense] 
228679 

LIB3196-013-P1-M1-G2 

BLASTX . 

gl731412 

467 

6.0e-47 

123 

6 

ZINC FINGER PROTEIN 136 >gi_2136405_pir B57785 zinc finger 

protein ZNF136 - human >gi_487785 (U09367) zinc finger 

protein ZNF136 [Homo sapiens] >gi__1582216_prf 2118244B 

ZNF136 protein [Homo sapiens] 

>gi_4507987_ref_NP_003428.1_pZNF136_ zinc finger protein 
136 (clone pHZ-20j 

228680 

LIB3196-013-P1-M1-G4 

BLASTX 

g423532 

594 

8.0e-62 

123 

97 

plakoglobin ' - mouse (fragment) 

228681 - A: 

LIB3196-013-P1-M1-G5 

BLASTX 

g4580395 

191 

l.Oe-14 • 

102 

48 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228682 

LIB3196-013-P1-M1-G7 

BLASTX 

g2194203 

396 

l.Oe-38 

122 

70 

(U78310) pescadillo [Homo sapiens] 



32727 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228683 

LIB3196-013-P1-M1-G8 

BLAStX 

g3334115 

283 

2.0e-25 

73 

78 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228684 

LIB319.6-013-P1-M1-H10 

BLASTX 

g2245098 

219 

2.0e-18 

58 

72 

(Z97343) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228685 

LIB3196-013-P1-M1-H2 

BLASTX 

gl21116 

616. 

2.0e-64 

125 . 
34 

GELSOLIN PRECURSOR, PLASMA (ACTIN-DEPOLYMERIZING FACTOR) 

(ADF) (BREVIN) (AGEL) >gi_7164 9_pir FAHUP gelsolin 

precursor, plasma - human >gi_73624 9_emb_CAA28000_ (X04412) 

plasma gelsolin [Homo sapiens] >gi_225304_prf 1211330A 

gelsolin [Homo sapiens] >gi_4504165_ref_NP_000168 . l_pGSN_ 
gelsolin (amyloidosis, Finnish type) 



Seq. No. 


228686 


Seq. ID 


LIB3196-014-P1-M1-A10 


Method 


BLASTX 


NCBI GI 


g942596 


BLAST score 


581 


E value 


2.0e-60 


Match length 


119 


% identity 


96 


NCBI Description 


(U30467) alpha-tubulin [Urechis caupo] 


Seq. No. 


228687 


Seq. ID 


LIB3196-014-P1-M1-A11 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


239 


E value 


2.0e-32 


Match length 


119 


% identity 


61 


NCBI Description 


(Y12432) polyprotein [Ananas comosus] 



32728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228688 

LIB3196-014-P1-M1-A2 

BLASTX 

gl21116 

218 

l.Oe-17 

44 

95 

GELSOLIN PRECURSOR, PLASMA (ACTIN-DEPOLYMERIZING FACTOR) 

(ADF) (BREVIN) .{AGEL) >gi_71649_pir FAHUP gelsolin 

precursor, plasma - human >gi_73624 9_emb_CAA28000__ {X04412) 

plasma gelsolin [Homo sapiens] >gi_225304_prf 1211330A 

gelsolin [Homo sapiens] >gi_4504165_ref_NP_000168 . l_pGSN_ 
gelsolin (amyloidosis, Finnish type) 

228689 

LIB3196-014-P1-M1-A3 . 

BLASTX 

g3334115 

378 

2.0e-36 

94 

81 

ADP,ATP CARRIER .PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE" TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(.AF006489) adenine nucleotide translocator 1- [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



■228690 

LIB3196-014-P1-M1-A4 

BLASTX 

gl25080 

559 

9.0e-58 
112 

lOO' - . 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14). (K14) (CK 

14) >gi_214 4 816_pir KRHUE Iceratin, 50K type I cytoslceletal" 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. . 

Seq. ID 

Method t 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228691 

LIB3196-014-P1-M1-A6 

BLASTX 

g2495365 

597 

4.0e-62 

126 

93 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_4 45127_prf 1908431B 

heat shock protein HSP81-2 [Arabidopsis thaliana] 



'Seq. No. 
Seq. ID 
Method 



228692 

LIB3196-014-P1-M1-A8 
BLASTX 



3-2729 



NCBI GI 


gl737218 




BLAST score 


269 




R value 


6,0e-24 






94 




O -i- Vw^ i 1 ^ J; 


60 




NCBI Description 


(U79959) vacuolar sorting 


receptor homolog [Arabidopsis 




t hal iana 1 




Seq. No. 


228693 




Seq. ID 


LIBS 196-01 4 -P1-M1-B3 




Method 


BLASTX 




NCBI GI 


g207905 




BLAST score 


290 




R v;^ 1 ue 


4 . Oe-26 




Matph lencrth 


87 




% identity 


66 




NCBT Dpscriotion 


(M18027) alpha globulin B 


[Artificial gene] 


Seq. No. 


228694 




Seq. ID 


LIB3 196-01 4 -P1-M1-B4 




Method 


BLASTX 




NCBI GI 


g207905 




BLAST score 


184 




R valnp 


1 . Oe-19 






81 




% identitv 


67 




NCBI Descriotion 


(M18027) aloha alobulin B 


[Artificial oenel 


Seq. No, 


.228695 




Seq. ID 


LIB3196-014-P1-M1-C1 




Method 


BLASTX 




NCBI GI 


g3004948 




BLAST score 


450 




R * Va 1 IIP 

i_J V d ^ 


5 . Oe-45 




Mp1"phi l(=*nrr"t"h 

L J CI L 1 ^ lU k> i i 


89 




% iripnt ii" V 


93 








sHari'fTi'r mol pr*!!! p — 1 rHnmn c^a-n-i one;! 

CL VmIO^ U. J. ILLvJ -L O O Li X C J. [_ Ll\JL\l\^ O Ol i O J 


Sea. No. 


228696 




Seq. ID 


LIB3 196-01 4 -P1-M1-C2 




Method 


BLASTX 




NCBI GI 


g430947 




BLAST score 


158 




E value 


6.0e-ll 




Mat nh 1 pnnt h 


32 




% "i Hpni" 1 1" v 

o J. 1 L> J- Ui 


91 




NCBI Descriotion 


(U01103) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 




Seq. No. 


228697 




Seq. ID 


LIB3196-014-P1-M1-C3 




Method 


BLASTX 




NCBI GI 


gl806146 




BLAST score 


495 




E value 


3.0e-50 




Match length 


108 




% identity 


93 





3273.0 



NCBI Description 



(X97317) cdc2MsF [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228698 

LIB3196-014-P1-M1-C4 . 

BLASTX 

g2351378 

315 

2.0e-29 

66 

89 

(U54558) translation initiation factor eIF3 p66 subunit 
[Homo sapiens] >gi_4200328_einb__CAA184 4 0_ (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi_4503523_ref_NP_003744 . l_pEIF3S7_ UNKNOWN 
228699. 

LIB3196-014-P1-M1-D1 

BLASTX 

g2244910 

169 

6.0e-12 

72 

46 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
228700 

LIB3196-014-P1-M1-D3 

BLASTX 

g4204265 

293 

2.0e-26 

122 

54 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq." No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228701 

LIB3196-014-P1-M1-D6 

BLASTX 

g71881 

566 

2.0e-58 

127 

87 

GTP-binding regulatory protein Gs alpha-S2 chain (adenylate 
cyclase-stimulating) - mouse >gi_51128_emb_CAA68695_ 
(Y00703) G-s-alpha protein (AA 1 - 394) [Mus musculus] 

228702 

LIB3196-014-P1-M1-E11 

BLASTX 

gll70508 

209 

8.0e-17 

43 

91 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 
>gi_2119931_pir S60244 translation initiation factor 



32731 



eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228703 

LIB3196-014-P1-M1-E12 

BLASTX 

gl848212 

487 

3.0e-49 ■ 

95 

47 

(Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228704 

LIB3196-014-P1-M1-E6 

BLASTX 

gl848212 

173 

4.0e-25 

108 

39 

{yil209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% 'identity 

NCBI Description 



228705 

LIB3196-014-P1-M1-E7 

BLASTX 

g2832906 

499 

9.0e-51 

99 

94 

(D89340) dipeptidyl peptidase III [Rattus norvegicus] 
228706 

LIB3196-014-P1-M1-F12 

BLASTX 

g3882237 

171 

4.0e-12 

128 

38 

(AB018301) KIAA0758 protein [Homo sapiens] 
228707 

LIB3196-014-P1-M1-F3 

BLASTX 

g4249649 

221 

2.0e-20 

106 

52 

(AF082889) GPI-anchored metastasis-associated protein 
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homolog [Homo sapiens] 



Seq. No. 


228708 


Seq. ID 


LIB31 96-014 -P1-M1-F5 


Method 


BLASTX 


NCBI GI 


g728837 


BLAST score 


211 


E value 


4.0e-17 


Match length 


175 


% identity 


18 


NCBI Description 


ALU SUBFAMILY SQ WARNING ENTRY 


Seq. No. 


228709 


Seq. ID 


LIB3196-014-P1-M1-F6 


Method 


BLASTX 


NCBI GI 


g478811 


BLAST score 


236 


E value 


4 .Oe-20 


Match length 


60 


% identity 


20 


NCBI Description 


polyubiquitin - bovine >gi 64 5 




polyubiquitin [Bos taurus] 


Seq. No. 


228710 


Seq. ID 


LIB31 96-014 -Pl-Ml-GlO ^ 


Method 


BLASTX 


NCBI GI 


g3242717 


BLAST score 


275 


E value 


2.0e-24 


Match length 


127 


% identity 


43 


NCBI Description 


(AC003040) putative APG proteir 


Seq. No. 


228711 


Seq. ID 


LIB3196-014-P1-M1-G11 


Method 


BLASTX 


NCBI GI 


g418507 


BLAST score • 


231 


E value- 


3.0e-19 


Match length 


102 


% identity 


46 



(Z18245) 



NCBI Description 



S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi_54 1097_pir S4 0872 hypothetical 

protein fl61 - Escherichia coli >gi_305032 (L19201) 
0RF_fl61 [Escherichia coli] >gi_1336002 (U56082) 
S-adenosylmethionine : 2-demethylmenaquinone 

methyltransferase [Escherichia coli] >gi_1790364 (AE000467) 
menaquinone . biosynthesis, unlcnown [Escherichia coli] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228712 

LIB3196-014-P1-M1-G2 

BLASTX 

g2129579 

693 

2.0e-73 

128 

94 
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NCBI Description 



Seq.. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Dwarfl protein - Arabidopsis thaliana >gi_516043 {U12400) 
Dwarfl [Arabidopsis thaliana] 

228713 ■ 

LIB3196-014-P1-M1-G4 

BLASTX 

g207905 

414 

l.Oe-40 

130 

68 

(M18027) alpha globulin B [Artificial gene] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228714 

LIB3196-014-P1-M1-G6 

BLASTX 

g2497464 

164 

4.0e-14 

93 

56 

RAB GERANYLGERANYLTRANSFERASE ALPHA SUBUNIT (RAB 
GERANYL-GERANYLTRANSFERASE ALPHA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) 



Seq. No. 


228715 


Seq. ID 


LIB3196-014-P1-M1-G8 


Method 


BLASTX 


NCBI GI 


g2497938 


BLAST score 


482 


E value 


l.Oe-50 


Match length 


123 


% identity 


83 


NCBI Description 


AQUAPORIN 3 >gi_18543' 




3 [Homo sapiens] 


Seq. No. 


228716 


Seq.' ID 


LIB3196-014-P1-M1-G9 


Method 


BLASTX 


NCBI GI 


gl362754 


BLAST score 


390 


E value 


2.0e-38 


Match length 


118 


% identity 


82 


NCBI Description 


aquaporin 3 - human 


Seq. No. 


228717 


Seq. ID 


LIB3196-014-P1.-M1-H10 


Method 


BLASTX 


NCBI GI 


g401322 


BLAST score 


676 


E value 


2.0e-71 


Match length 


131 


% identity 


99 


NCBI Description 


VACUOLAR ATP SYNTHASE 



(AB001325) aquaporin 



TALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228718 

LIB3196-014-P1-M1-H12 

BLASTX 

gl688076 ' 

430 

2.0e-42 

88 

51 

(U46571) tetratricopeptide repeat protein [Homo sapiens] 
>gi_4 507713_ref_NP_003306.1_pTTC2_ tetratricopeptide repeat 
domain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228719 

LIB3196-014-P1-M1-H2 

BLASTX 

g3915742 

581 

3.0e-60 

122 

90 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf^l906369A legumin A:ISOTYPE=D alloallele 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228720 

LIB3196-014-P1-M1-H3 

BLASTX 

gl762945 

245 

7.0e-21 

70 

64 

(U66269) ORE; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228721 

LIB3196-014 

BLASTX 

g4493521 

158 

6.0e-ll 

42 

71 

{AL022476) 
mouse H74) 



-P1-M1-H4 



dJ323M22.1 (human ortholog of chicken P52 and 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228722 

LIB3196-014-P1-M1-H5 

BLASTX 

g386850 

639 

5.0e--67 

132 

98 

(M19723) keratin K5 [Homo sapiens] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228723 

LIB3196-014-P1-M1-H6 

BLASTX . - ' « 

g2136r02 

175 

l.Oe-12 

76 

51 

retinoblastoma 1 - human >gi_536845 (M26460) retinoblastoma 
1 [Homo sapiens] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



228724 

LIB3196-014-P1-M1-H7 

BLASTX 

g2995405 

263 

7.0e-26 

113 

59 

(Y12432) polyprotein [Ananas comosus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228725 

LIB3196-015-P1-M1-A10 

BLASTX 

gll69534 

'519 

5.0e-53 

112 

89 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi__542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_4 33609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 


228726 , . , 


Seq. ID 


LIB3196-015-P1-M1-A11 


Method 


BLASTX 


NCBI GI 


g4512671 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


82 


% identity 


57 


NCBI Description 


(AC006931) unknown protein [Arabidopsis thaliana] 


Seq. No. 


228727 


Seq. ID 


LIB3196-015-P1-M1-A6 


Method 


BLASTX 


NCBI GI 


gl25105 


BLAST score 


633 


E value 


2.0e-66 


Match length 


127 


% identity 


98 


NCBI Description 


KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) 



(58 KD CYTOKERATIN) >gi_88051_pir A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 {M21389) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No:-'- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415. l_pKRT5_ keratin 

228728 . 

LIB3196-015-P1-M1-A9 

BLASTX 

g226120 

331 

5.0e-31 

80 

84 

vicilin gene B [Saguinus oedipus] 
228729 

LIB3196-015-P1-M1-B10 

BLASTX 

gl778145 

439 

2.0e-46 

108 

92 

{U664 02) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 

228730 

LIB3196-015-P1-M1-B11 

BLASTX 

gll5427 

461 

2.0e-46 

108 

80 

PLACENTAL-CADHERIN PRECURSOR (P-CADHERIN) 

>gi_319934_pir IJHUCP cadherin 3 precursor - human 

>gi_35323_emb_CAA45177_ (X63629) p-cadherin [Homo sapiens] 

>gi_226518_prf 1516312A Ca dependent cell adhesion protein 

[Homo sapiens] >gi_4502723_ref_NP^001784 , l_pCDH3_ cadherin 
3, P-cadherin (placental) (NOTE : redefinition of symbol) 

228731 

LIB3196-015-P1-M1-B3 

BLASTX 

g623590 

187 

4.0e-14 

40 

85 

(L29275) putative [Nicotiana tabacum] 
228732 

LIB3196-015-P1-M1-B5 

BLASTX 

g3643595 

298. 

4.0e-27 

106 

55 
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NCBI Description 



(AC005395) putative oleosin protein [Arabidopsis thaliana] 



Seq. No. 

Seq.. „ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% ■ identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228733 

LIB3196-^015-P1-M1-B7 

BLASTX 

g2766165 

435 

2.0e-43 

82 

96 

(AB008430) CDEP [Homo sapiens] 



228734 . 

LIB3196-015-P1-M1-C3 

BLASTX 

g3319958 

166 

6.0e-12 

82 

8 

(AJ228139) VAKTI precursor 



[Homo sapiens] 



228735 

LIB3196-015-P17M1-C5 

BLASTX 

gl304668 

494 

4.0e-50 

96 

96 

(U42376) RIG-E precursor [Homo sapiens] >gi_1465747 
(U56145 ) ■ thymic shared antigen-l/stem cell antigen-2 [Homo 
sapiens] >gi_1519440 (U66711) 9804 [Homo sapiens] 
>gi_4454267_emb_CAA92321_ (Z68179) retinoic acid induced 
gene E [Homo sapiens] >gi_4 50504 9_ref_NP_0 02 337 . l_pLY6E_ 
lymphocyte antigen 6 complex, locus E , . ' 

228736 

LIB3196-015-P1-M1-C6 ' 

BLASTX 

g229506 

156 

6.0e-ll 

36 

83 

aldolase C [Oryctolagus cuniculus] 
228737 

LIB3196-015-P1-M1-D10 

BLASTX 

g3297816 

450 

5.0e-45 

108 

79 

{AL031032) putative protein [Arabidopsis thaliana] 



32738 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228738 

LIB3196-015-P1-M1-D5 

BLASTX 

gl262890 

507 

l.Oe-51 

117 

81 

(U35627) MHC class I B [Papio hamadryas anubis] 
228739 

LIB3196-015-P1-M1-D7 

BLASTX 

g225581 

142 

2.0e-09 

52 

60 

storage protein C94 [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



228740 

LIB3196-015-P1-M1-D8 

BLASTX 

g2583108 

205 

3.0e-16 

107 

45 

(AC002387) putative surface protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228741 

LIB3196-015-P1-M1-E2 

BLASTX 

g4417306 

156 

2.0e-10 

105 * 

31 • " ' 

(AC006446) putative Athila retroelement ORFl protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228742 

LIB3196-015-P1-M1-E9 

BLASTX 

gll73444 

454 

2.0e-45 

126 

70 

SKDl PROTEIN >gi_1083520_pir S48696 suppressor protein 

SKDl - mouse >gi_557876 (U10119) SKDl [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



228743 

LIB3196-015-P1-M1-F1 

BLASTX 

g3687389 

482 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-48 
114 

81 . 

(Y16124) putative cullin protein [Lycopersicon esdulentum] 
228744 

LIB3196-015-P1-M1-F10 

BLASTX 

g3901014 ^ 

235 

9.0e-20 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

228745 

LIB3196-015-P1-M1-F2 

BLASTX 

g2935291 

535 

l.Oe-54 

108 

97 

(AF035531) syntaxin 10 [Homo sapiens] 
>gi_4507285_ref_NP_003756.1_pSTX10_ UNKNOWN 

228746 

LIB3196-015-P1-M1-F3 

BLASTX ' - 

g2842494 

346 

9.0e-33 

107 

62 

(AL021749) prohibitin-like. protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594 )' prohibitin 1 [Arabidopsis thaliana] 

228747 

LIB3196-015-P1-M1-F4 

BLASTX 

gl67367 

626 

l.Oe-65 

123 

95 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228748 

LIB3196-015-P1-M1-F7 

BLASTX 

gl31786 

534 

6.0e-55 

103 

100 
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NCBI Description 



RAS-RELATED PROTEIN RAB-IA ( YPTl-RELATED PROTEIN) 

>gi_68 968_pir TVMSYP GTP-binding protein yptl - mouse 

>gi__214 4599_pir TVHUYP GTP-binding protein Rabl - human 

>gi_2144 600_pir TVDGYP GTP-binding protein Rabl - dog 

>gi_554 57_emb_CAA68284_ (Y00094) Yptl protein (AA 1-205) 
[Mus musculus] >gi_550060 (M28209) -GTP-binding protein 
[Homo sapiens] >gi_763158_emb_CAA337 60_ (X15744) 
GTP-binding protein [Mus musculus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228749 

LIB3196-015-P1-M1-G12 
BLASTX 
g730773 
384 

3;0e-37 
71 
100 

SPLICING FACTOR, ARGININE/SERINE-RICH 
FACTOR SF2, P33 SUBUNIT) (ALTERNATIVE 

ASF-1) >gi_105293_pir ^A40040 alternative splicing factor 

ASF-1 - human >gi_179075 (M72709) alternative [Homo 
sapiens] ■>gi_338047 {M69040) SF2p33 [Homo sapiens] 



1 (PRE-MRNA SPLICING 
SPLICING FACTOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228750 

LIB3196-015-P1-M1-G7 

BLASTX 

g2582665 

256 

2.0e-22. 

88 

59 

(Z82983) thi [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228751 

LIB3196-015-P1-M1-G9 

BLASTX 

gl33841 

232 

2.0e-19 

51 

94 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S18 >gi_71016_pir R3NT18 

ribosomal protein S18 - common tobacco chloroplast 
>gi_11851_emb_CAA77371_ {Z00044) ribosomal protein S18 

[Nicotiana tabacum] >gi_225220_prf 1211235BB ribosomal 

protein S18 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228752 

LIB3196-015-P1-M1-H1 

BLASTX 

g4512685 

180 

3. 06-13 

70 

49 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
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.hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


228753 


Seq. ID 


LIB3196-015-P1-M1-H11 


Method 


BLASTX 


NCBI GI 


g417745 . 


BLAST score 


638 


E value 


6.0e-67 


Match length 


125 


% identity 


98 


NCBI Description 


ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 




HYDROLASE) (ADOHCYASE) >gi 170773 (L11872) 




S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 


Seq. No. 


228754 


Seq. ID 


LIB3196-015-P1-M1-H12 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


364 


E value 


7 . Oe-35 


Match length 


93 


% identity 


80 


NCBI Description 


(AC004 684) putative ribosoitial protein L36 [Arabidopsis 




thaliana] 


Seq, No. 


228755 


Seq. ID 


LIB3196-015-P1-M1-H4 • 


Method 


BLASTX 


NCBI GI 


g2143868 


BLAST score 


422 


E value 


l.Oe-41 


Match length 


86 


% identity 


97 


NCBI Description 


NABl - rat >gi 915282 (U17253) NABl [Rattus norvegicus] 


Seq. No. 


228756 


Seq. ID 


LIB3196-015-P1-M1-H5 " 


Method 


BLASTX 


NCBI GI 


g2505876 


BLAST score 


258 


E value 


2.0e-22 


Match length 


99 


% identity 


55 


NCBI Description 


(Y12776) MYB-related protein [Arabidopsis thaliana] 



Seq. No. 228757 

Seq. ID LIB3196-016-P1-M1-A1 

Method BLASTX 

NCBI GI g218157 

BLAST score 207 

E value 6.0e-17 

Match length 50 

% identity 80 

NCBI Description (D13512) cytoplasmic aldolase [Oryza sativa] 

Seq. No. 228758 

Seq. ID LIB3196-016-P1-M1-A10 
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Method BLASTX 

NCBI GI ^' g2119204 

BLAST score 382 

E value 6.0e-37 

Match length 86 

% identity 92 

NCBI Description - vimentin - human >gi__37850_enib_CAA39600__ (X56134) vimentin 

[Homo sapiens] 

Seq. No. 228759 

Seq. ID LIB3196-016-P1-M1-A11 

Method BLASTX 

NCBI GI g3746127 

BLAST score 323 

E value 4.0e-30 

Match length 65 

% identity 91 

NCBI Description (U76253) E25B protein [Mus musculus] 

Seq. No. 228760 

Seq. ID. LIB3196-016-P1-M1-A12 

Method BLASTX 

NCBI GI ^ g3746127 

BLAST score 130 

e" value 2.0e-17 ^ 

Match^Iength 60 

% identity 83 

NCBI Description (U76253) E25B protein [Mus musculus] 

Seq. No. 228761 

Seq. ID LIB3196-016-P1-M1-A2 

Method BLASTX 

NCBI GI g3041684 

BLAST score 238 

E value 4 .Oe-20 

Match length .78 

% identity 69 

NCBI Description EPITHELIAL MEMBRANE PROTEIN-1 (EMP-1) (TUMOR-ASSOCIATED 



MEMBRANE PROTEIN) (CL-20) '-(B4B PROTEIN) 
>gi_14 60068_emb_CAA90627_ (Z50751) B4B [Homo sapiens] 
>gi_1542883_emb_CAA69217_ (Y07909) progression associated 
protein [Homo sapiens] >gi_1932786 (U77085) epithelial 
membrane protein [Homo sapiens] >gi_2506160 (U43916) TMP 
[Homo sapiens] >gi_4503559_ref_NP_001414 . l_pEMPl_ 
epithelial membrane protein 



Seq, No. 228762 

Seq, ID LIB3196-016-P1-M1-A3 

Method BLASTX 

NCBI GI g3335359 

BLAST score 210 

E value 9.0e-17 

Match length 125 

% identity 43 

NCBI Description '■■ *(AC003028 ) unknown protein [Arabidopsis thaliana] 

Seq. No. 228763 
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Seq. ID 


LIB31 96-01 6-P1-M1-A8 




Method 


BLASTX 




.NCBI GI 


gl79950 




BLAST score 


509 




E value 


5.0e-52 




Match length 


98 




% identity 


96 




NCBI Description 


(K02400) catalase [Homo sapiens] 




Seq. No. 


228764 




Seq. ID 


LIB3196-016-P1-M1-B11 




Method 


BLASTX 




NCBI GI 


g82426 




BLAST score 


537 




E value 


4.0e-55 




Match length 


112 




% identity 


45 




NCBI Description 


ubiquitin precursor - barley (fragment) 






>gi_7557 63_emb_CAA27751_ (X04133) ubiquitin polyprecur; 






(171 aa) [Hordeum vulgare] 




Seq. No. 


228765 




Seq. ID 


LIB31 96-01 6-P1-M1-B2 




Method 


BLASTX 




NCBI GI 


g388891 




BLAST score 


631 




E value 


4.0e-66 - - 




Match length 


122 




% identity 


100 


lZI 


NCBI Description 


(L12711) transketolase [Homo sapiens] ^ 




Seq. No. 


228766 




Seq. ID 


LIB3196-016-P1-M1-B3 




Method 


BLASTX 


5 


NCBI GI 


gl07458 




BLAST score 


^680 




E value 


8 .0e^72 




Match length 


126 




% identity 


100.. 




NCBI Description 


protein kinase (EC 2.7.1.37) cdc2/cdc28-like - human 




Seq. No. 


228767 




Seq. ID 


LIB3196-016-P1-M1-B5 




Method 


BLASTX 




NCBI GI 


g3790102 




BLAST score ' 


389 




E value 


9;0e-38 




Match length 


85 




% identity 


82 




NCBI Description 


(AF095521) pyrophosphate-dependent phosphof ructokinase 






alpha subunit [Citrus X paradisi] 




Seq. No. 


228768 




Seq. ID 


LIB3196-016-P1-M1-B6 




Method 


BLASTX 




NCBI GI 


g3790102 




BLAST score 


366 



32744- 



E value 
Match length 
%' identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-35 

87 

77 

{AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 

228769 

LIB31 96-01 6-P1-M1-B7 

BLASTX 

g3643595 

396 • . 

l.Oe-38 

111 

68 

(AC005395) putative oleosin protein [Arabidopsis thaliana] 
228770 

LIB31 96-01 6-P1-M1-B8 

BLASTX 

g3355311 

189 

2.0e-18 

59 

90 

(AJ009737y eukaryotic translation initiation factor 6 [Beta 
vulgaris] 

228771 

LIB3196-016-P1-M1-C10 

BLASTX 

g3176098 

37 6 

3.0e-36 

109 

70 

(Y15036) annexin [Medicago truncatula] 
228772 

LIB3196-016-P1-M1-C11 

BLASTX 

gl001355 

304 

8.0e-28 

106 

58 

{D64006) auxin-induced protein [Synechocystis sp.] 
228773 

LIB3196-016-P1-M1-C12 

BLASTX 

gl001355 

250 

2.0e-21 

103 

52 

(D64006) auxin-induced protein [Synechocystis sp.] 



32745 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E" value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228774 

LIB3196-016-P1-M1-C6 
BLASTX ' - 
g266690 - - 
169 

6.0e-12 

78 

47 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 kDa oleosin 
[Gossypium hirsutum] >gi_167365 {L00936) 18.2 kDa oleosin 
[Gossypiioin hirsutum]' 

228775 

LIB3196-016-P1-M1-C8 

BLASTX 

g3738257 

327 

l.Oe-30 

72 

90 

{AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

228776 

LIB3196-016-P1-M1-D12 

BLASTX 

g3094014 ' 

153 

4.0e-10 

41 

73 

(AF060862) unknown [Homo sapiens] 
228777 

LIB3196-016-P1-M1-D2 

BLASTX 

g285957 

174 

2.0e-12 

133 

31 

{D14689) KIAA0023 [Homo sapiens] 
228778 

LIB3196-016-P1-M1-D3 

BLASTX 

g3914480 

389 

l.Oe-37 

77 

94 

PROTEASE M PRECURSOR (NEUROSIN) (ZYME) (SP59) >gi_1518788 
(U62801) protease M [Homo sapiens] 

>gi_18054 93_dbj-^BAA11306_ {D78203) neurosin [Homo sapiens] 
>gi_2318115 {AF013988) serine protease [Homo sapiens] 
>gi_4506155_ref_NP_002765. l_pPRSS9_ protease, serine, 9 
(neurosin) 
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O C ^ • L\\J * 


22877 9 


Seq. ID 


LIB3196-016-P1-M1-D4": 


Method 


BLASTX 


LN O -L \J J- 


□2369714 




4 97 


£j Vox 


2 . Oe-50 


MAl"ch lenath 


107 




88 


MPRT np<5r'T"'LDt" ion 


fZ97178) elonaation f 


Seq. No. 




Seq. ID 


LIB3196-016-P1-M1-D5 


Method 


BLASTX 


NCBI 'GI 


.,g3202042 


BLAST score 


355 


E value 


9.0e-34 


Match length 


104 


% identity 


67 



NCBI Description 



{AF069324) 268 proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228781 

LIB3196-016-P1-M1-D7 

BLASTX 

g2498490 

649 

3.0e-68 

129 

97 

VIE^L INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4,503521_ref_NP_001559 . l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228782 

LIB3196-016-P1-M1-D8 

BLASTX 

g4544372 

190 

2.0e-14 

92 

38 

(AC006920) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228783 

LIB3196-016-P1-M1-E1 

BLASTX 

g81857 

333 

3.0e-31 

74 

86 



32747 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% Identity 



IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_einb_CAA4534 9_ (X63872)' translationally 
controlled tiomor protein [Medicago sativa] 

228784 

LIB3196-016-P1-M1-E12 

BLASTX 

g2072977 

183 

i;0e-13 

117 

45 

(U93574) putative pl50 [Homo sapiens] 
228785 

LIB3196-016-P1-M1-E3 

BLASTX 

g3288675 

363 

l.Oe-34 

100 

74 

(D88575) TP55 [Homo sapiens] >gi_3769373 (AF027866) megsin 
[Homo sapiens] >gi_450514 9_ref_NP_00377 5 . l_pMEGSIN;;_ UNKNOWN 

228786 

LIB3196-016-P1-M1-E4 

BLASTX 

g3687237 

203 

6.0e-16 

100 

50 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

228787 

LIB3196-016-P1-M1-E5 

BLASTX 

gl27621 

482 

l.Oe-48 

92 

98 

MYC PROTO-ONCOGENE PROTEIN (C-MYC) >gi_86684_pir JU044 9 

c-myc protein - chimpanzee >gi_17 6653 (M38057) [Chimpanzee 
c-myc proto-oncogene, complete cds.], gene products [Pan 
troglodytes] 

228788 

LIB3196-016-P1-M1-E6 

BLASTX 

g283985 

492 

8.0e-50 

129 

77 



32748. 



NCBI -Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BL|VST score 

E value 

Match length 

% identity 

NCBI Description 



amphiglycan - human >gi_28680_emb_CAA47406_ (X67016r . 
amphiglycan [Homo sapiens] 

>gi_4506861_ref_NP_002990.1_pSDC4_ syndecan 4 (amphiglycan, 
ryudocan) 

228789 

LIB3196-016-P1-M1-E7 

BLASTX 

gl350762 

305 

6'.0e-28 

80 

74 

60S RIBOSOMAL PROTEIN L6 (TAX-RESPONSIVE ENHANCER ELEMENT 
BINDING PROTEIN 107) (TAXREB107) (NEOPLASM-RELATED PROTEIN 

C140) >gi_2136251_pir 151803 TAXREB107 - human 

>gi_433416_dbj_BAA04 4 91_ (D17554) TAXREB107 [Homo sapiens] 

228790 

LIB3196-016-P1-M1-E8 

BLASTX 

gl620898 

538 

2.0e-55 
109 ' 
97 

(D87957) protein involved in sexual development [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228791 

LIB31 96-01 6-P1-M1-E9 

BLASTX 

gl666236 

179 

4 .Oe-13 

107 

31 

(U76261) unknown [Hordeum vulgare] 
228792 

LIB3196-016-P1-M1-F1 

BLASTX 

gl488368 

679 

l.Oe-71 

129 

89 

(S80993) MGl=high molecular weight mucin {C-terminal} 
[human, sublingual gland, Peptide Partial, 196 aa] [Homo 
sapiens] 

228793 

LIB3196-016-P1-M1-F10 

BLASTX 

gl743354 

536 

5.0e-55 



32749 



Match length 


130 




% identity 


75 




NCBI Description 


(y09876) aldehyde dehydrogenase {NAD+) [Nicotiana tabacum] 


Seq. No. 


228794 




Seq. ID 


LIB3196-016-P1-M1-F11 




Method 


BLASTX 




NCBI GI 


g82207 




BLAST score 


403 




E value 


2.0e-39 




Match length 


120 




% identity 


71 




NCBI Description 


hypothetical protein 1708 - 


- common tobacco chloroplast 


Seq. No. 


228795 




Seq. ID 


LIB3196-016-P1-M1-F12 




Method 


BLASTX 




NCBI GI 


gl362804 




BLAST score 


572 




E value 


4 . Oe-59 




Match length 


124 




% identity 


91 




NCBI Description 


giantin - human >gi_405715_ 


_emb_CAA53052_ (X75304) giantin 




[Homo sapiens] 




Seq. No. 


228796 




Seq. ID 


LIB3196-016-P1-M1-F7 




Method 


BLASTX 




NCBI GI 


g266691 




BLAST score 


272 




E value 


4.0e-24 




Match length 


96 




% identity 


62 




NCBI Description 


OLEOSIN 16.4 KD >gi_167361 


(L00934) 16.4 kDa oleosin 




[Gossypium hirsutum] 




Seq. No. 


228797 




Seq. ID 


LIB3196-016-P1-M1-G4 




Method 


BLASTX 




NCBI GI 


gll3116 




BLAST score 


160 




E value 


5.0e-ll 




Match length 


82 




% identity 


43 




NCBI Description 


ATP-CITRATE ( PRO-S- ) -LYASE 


(CITRATE CLEAVAGE ENZYME) 




>gi 111396 pir A35067 ATP 


citrate (pro-S) -lyase (EC 




4.1.3.8) - rat >gi_2034 90 i 


(J05210) ATP citrate-lyase i> 








Seq. No. 


228798 




Seq. ID 


LIB3196-016-P1-M1-G5 




Method 


BLASTX 




NCBI GI 


gl350762 




BLAST score 


389 




E value 


l.Oe-37 




Match length 


96 




% identity 


77 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L6 (TAX -RESPONSIVE ENHANCER ELEMENT 
BINDING PROTEIN 107) {TAXREB107) (NEOPLASM-RELATED PROTEIN 

C140) >gi_2136251_pir 151803 TAXREB107 - human 

>gi_433416_dbj_BAA044 91_ (D17554) TAXREB107 [Homo sapiens] 

228799 

LIB3196-016-P1-M1-G9 

BLASTX 

g3668089 

364 

6.0e-35 

112 

58 

(AC004 667) unknown protein [Arabidopsis thaliana] 
228800 

LIB3196-016-P1-M1-H10 

BLASTX 

g91300 

207 

8.0e-23 

110 

57 

signal recognition particle 54K protein - mouse 
228801 

LIB3196-016-P1-M1-H9 

BLASTX 

g4335724 

174 

l.Oe-12 

121 

39 

(AC006248) 
thaliana] 



putative RING-H2 finger protein [Arabidopsis 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq^. ID 
Method 
NCBI GI 
BLAST score 
E value 



228802 • 

LIB3196-017-P1-M1-A1 

BLASTX 

g730832 

169 

5.0e-12 

53 

57 

8.4 KD SULFUR-RICH PROTEIN PRECURSOR (SE60 PROTEIN) 

(PROBABLE PROTEINASE INHIBITOR P322) >gi_9994 9_pir S24965 

probable proteinase inhibitor (Bowman-Birk) p322 - soybean 
>gi_1874 8_emb_CAA78359_ (Z13956) a protein similar to 
potato tuber protein p322 homolgous to Bowman-Birk 
Proteinase Inhibitor [Glycine max] 

228803 

LIB3196-017-P1-M1-A11 

BLASTX 

gl703146 

590 

2.0e-61 



327.51 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 



116 
100 

ACTIN-LIKE PROTEIN 2 (ACTIN-LIKE PROTEIN ACTL) 

>gi_1079382^pir JC4039 actin-like ' protein - chiclc'en 

>gi_806554_emb_CAA52151_ (X73971) actin-like protein 
[Gallus gallus] 

228804 

LIB3196-017-P1-M1-A12 

BLASTX 

gl239957 

276 

l.Oe-24 

109 

59 

{L38487) estrogen receptor-related protein [Homo sapiens] 
228805 

LIB3196-017-P1-M1-A4 

BLASTX 

g2809244 

192 

l.Oe-14 

87 : 
47 

(AC002560) F21B7.13 [Arabidopsis thaliana] 
228806 

LIB3196-017-P1-M1-A6 

BLASTX 

gl703463 

335 

l.Oe-31 

83 

83 

POTASSIUM-TRANSPORTING ATPASE ALPHA-LIKE CHAIN (PROTON 
PUMP) (NON-GASTRIC H+/K+' ATPASE ALPHA SUBUNIT) >gi_404017 
(U02076) ATP-driven ion pump [Homo sapiens] >gi_1237010 
(L42563) non-gastric H-t-,.K+-ATPase -[Homo sapiens] 

>gi_1588308_prf 2208325A H/K-ATPase [Homo sapiens] 

>gi_4502275_ref_NP__001667.1_pATPlALl_ ATPase, Na4-/K+ 
transporting, alpha polypeptide-like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228807 

LIB3196 

BLASTX 

g333735 

514 

2.0e-52 

116 

94 

(AC0044 
subunit 



-017-P1-M1-A9 



81) putative protein transport protein SEC61 alpha 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



228808 

LIB3196-017-P1-M1-B1 
BLASTX 



32752 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789925 
232 

2.'0e-19 
90 
•51 

(AF08 6625) phosphoinositide-dependent protein -kinase PDKl 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST; score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . - 

Match length 

% identity 

NCBI Description 



228809 

LIB3196-017-P1-M1-B10 

BLASTX 

g3821280 

415 

4.0e-41 

86 

88 

(AJ0Q9952) 
vulgaris] 



asparagine synthetase type II [Phaseolus 



228810 

LIB3196-017-P1-M1-B11 

BLASTX 

g547299 

550 

l.Oe-56 

99 

100 

beta 2-niicroglobulin, beta 2- 
26CB-1, Peptide, 99 aa] 



M [Papio hamadryas=»baboons, 



228811 

LIB3196-017-P1-M1-B12 

BLASTX 

g3004502 

631 

4.0e-66 
121 

97 ' 

(U97276) quiescin [Homo sapiens] 
>gi_4506361 ref_NP_002817 . 1 pQSCN6 



quiescin Q6 



228812 

LIB3196-017-P1-M1-B2 

BLASTX 

gl346190 

447 

2.0e-44 

89 

96 

GLUTAMATE--CYSTEINE LIGASE CATALYTIC SUBUNIT 
(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS HEAVY 

CHAIN) >gi_87540_pir JH0611 glutamate — cysteine ligase (EC 

6.3.2.2) heavy chain - human >gi_183039 (M90656) 
gamma-glutamylcysteine synthetase [Homo sapiens] 
>gi_4557625_ref_NP_001489. l_pGLCLC_ glutamate-cysteine 
ligase 



32753 



Seq. No. 


228813 


Seq. ID 


LIB3196-017-P1-M1-B5 


Method 


BLASTX 


NCBI GI 


g2160166 • * 


BLAST score 


246 


V ^ KjL 


4 . Oe-21 


Mr5l"ph Ipncrth 


108 


% identity 


48 


NCBI Description 


(AC000132) No definition line found [Arabidopsis 


Seq. No. 


228814 


Seq. ID 


LIB3196-017-P1-M1-B7 


Method 


BLASTX 


NCBI GI 


g2098705 


BLAST score 


178 . 


E value 


3.0e-13 


Match length 


91 


% identity 


43 


NCBI Description 


(U82973) pectinesterase [Citrus sinensis] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length " 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228815 

LIB3196-017-P1-M1-C10 

BLASTX 

g207905 

522 

2.0e-53 
103 

99 . . 

(M18027) • alpha globulin B [Artificial gene] 

228816 

LIB3196-017-P1-M1-C12 

BLASTX 

g2589011 

563 

3.0e-58 . 

119 ■ • ^ 

53 

(AB00854 9) type 1 procollagen C-proteinase enhancer protein 
[Homo sapiens] >gi^3135316 (AF053356) PCOLCE [Homo sapiens] 
>gi_4322387_gb_AAD16041_ (AF083655) procollagen 
C-proteinase enhancer protein [Homo sapiens] 

228817 

LIB3196-017-P1-M1-C3 

BLASTX 

gl22007 

416 ' 

6.0e-41 

106 

78 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>.gi_204 4 8_emb_CAA37828_ (X53831) H2A histone. protein (AA 1 
- 14 9) [ Petroselinum' crispum] 



Seq. No. 
Seq. ID 



228818 

LIB3196-017-P1-M1-C9 



32754 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl37580 

173 

7.0e-13 

36 

97 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) 

>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

228819 

LIB3196-017-P1-M1-D1 

BLASTX 

g3901014 

280 

5.0e-25 

62 

79 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



228820 

LIB3196-017-P1-M1-D12 

BLASTX 

g586120 

231 - 

3.0e-19 

102 ' 

49 

TRICHOHYALIN >gi_539701_pir ^A45973 trichohyalin - human 

>gi_292836 (L09190) trichohyalin [Homo sapiens] 

228821 

LIB3196-017-P1-M1-D5 

BLASTX 

gl26156 

432 

7. 06-43 

106 

79 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288__pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf_ 13064 12C storage 

protein C134 [Sagiainus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228822 

LIB3196-017-P1-M1-D6 

BLASTX 

g3834307 

322 

6.0e-30 

121 

50 

(AC005679) Strong similarity to gene T10I14.120 gi__2832679 



32755 



putative protein from Arabidopsis thaliana BAG gb__AL021712 . 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



Seq. No'. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ■ 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



Seq. No. 



228823 

LIB3196-017-P1-M1-D8 

BLASTX 

g2262170 

344 

2.0e-32 

122 

57 

(AC002329) 
thaliana] 



predicted glycosyl hydrolase [Arabidopsis 



228824- 

LIB3196-017-P1-M1-D9 

BLASTX 

gl26156 

215 

6.0e-19 

65 

78 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 
>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 {M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

228825 

LIB3196-017-P1-M1-E1 

BLASTX 

gl30770 

561 

6.0e-58 
121 

88 . • ' 

PHOSPHATIDYLINOSITOL TRANSFER PROTEIN ALPHA ISOFORM (PTDINS 
TRANSFER PROTEIN ALPHA) (PTDINSTP) (PI-TP-ALPHA) 

>gi_2135910_pir 153775 phosphatidylinositol transfer 

protein - human >gi_189939 (M73704) phosphatidylinositol 
transfer protein [Homo sapiens] 

228826 

LIB3196-017-P1-M1-E11 

BLASTX 

gll74592- 

573 

2.0e-59 

114 

100 

TUBULIN ALPHA-1 CHAIN >gi_2 11 927 0_pir^S 60233 alpha-tubulin 

- garden pea >gi_525332 •(U12589) alpha-tubulin [Pisum 
sativum] 

228827 



32756 



Seq. ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST ,score 
E value 
Match length 
■ % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3196-017-P1-M1-E2 

BLASTX 

g4063760 

179 

4.0e-13 

55 

58 

(AC005561) putative POLS protein [Arabidopsis thaliana] 
228828 

LIB3196-017-P1-M1-E3 
- BLASTX 
g2160517 
325 

3.0e-30 

89 

79 

(U42408) ladinin [Homo sapiens] 
228829 

LIB3196-017-P1-M1-E4 

BLASTX 

gl946355 

152 

5.0e-10 

109 

35 

(U93215) maize' transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

228830 

LIB3196-017-P1-M1-F1 

BLASTX 

g2833280 

621 

6.0e-65 

128 ' . . 

92 

NADH-UBIQUINONE OXIDOREDUCTASE 39 KD SUBUNIT PRECURSOR 
(COMPLEX I-39KD) (CI-39KD) 

228831 

LIB3196-017-P1-M1-F10 

BLASTX 

g683553 

179 

3.0e-13 

44 

77 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

228832 ■ 

LIB3196-017-P1-M1-F3 

BLASTX 

g3413706 



32757 



BLAST score 


4 60 


E value 


4.0e-46 


Match' length 


117 


% identity 


68 


NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


228833 


Seq. ID 


LIB3196-017-P1-M1-F5 


Method 


BLASTX 


NCBI GI 


g3335375 


BLAST score 


606 


E value 


3.0e-63 


Match length 


117 


% identity 


97 


NCBI Description 


(AC003028) putative amidase [Arabidopsis thaliana] 


Seq. No. 


228834 


Seq. ID 


LIB3196-017-P1-M1-G1 


Method 


BLASTX 


NCBI GI 


gl362107 


BLAST score 


177 


E value 


5.0e-13 


Match length 


44 


% identity 


82 


NCBI Description 


GUT8-2a protein - cominoh tobacco 


Seq. No. 


228835 


Seq. ID 


LIB3196-017-P1-M1-G10 


Method 


BLASTX 


NCBI GI 


g4191319 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


31 


% identity 


100 


NCBI Description 


(AF044 670) 33 kDa Vamp-associated protein; VAP-33 [Homo 




sapiens] >gi 4240456 (AF086627) VAMP-associated protein 




[ Homo sapiens ] 


Seq. No. ^ 


228836. 


Seq. ID 


LIB3196-017-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


g2119228 


BLAST score 


188 


E value 


3. Oe-14 


Match length 


67 


% identity 


60 


NCBI Description 


keratin K4a - human (fragment) >gi 313159 emb CAA47914 




(X67683) keratin K4a [Homo sapiens] 


Seq. No. 


228837 


Seq. ID 


LIB3196-017-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g2583135 


BLAST s.core 


389 . " ■ 


E value 


9.0e-38 


Match length 


92 


% identity 


79 



32758 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 

228838 

LIB3196-017-P1-M1-G9 

BLASTX 

gll7501 

285 

8.0e-26 

54 

96 

CALRETICULIN PRECURSOR (CRP55) (CALREGULIN) (HACBP) (ERP60) 
(52 KD RIBONUCLEOPROTEIN AUTOANTIGEN ^0/SS-A) 

>gi_87015_pir A37047 calreticulin precursor - human 

>gi_179882 (M84739) calreticulin [Homo sapiens] >gi_337487 
(M32294) Ro ribonucleoprotein autoantigen (Ro/SS-A) 

precursor [Homo sapiens] >gi_1905911 (AD000092) 

calreticulin [Homo sapiens] 

228839 

LIB3196-017-P1-M1-H1 

BLASTX 

g224293 ^ 

375 

3.0e-36 
76 

100 . 

histone H4 [Triticum aestivum] 
228840 

LIB3196-017-P1-M1-H10 

BLASTX 

g2894607 

359 

3.0e-34 

101 

65 

(AL021889) NAM (no apical meristem) - like protein 
[Arabidopsis thaliana] 

228841 

LIB3196-017-P1-M1-H11 

BLASTX 

g2384671 

407 

4.0e-40 

91 

85 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

228842 

LIB3196-017-P1-M1-H5 

BLASTX 

g683553 



32759 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



272 

4.0e-24 

104 

57 

('248450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

228843 

LIB3196-017-P1-M1-H6 

BLASTX 

g4580472 

545 

5.0e-56 

114 

86 

{AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 

228844 

LIB3196-017-P1-M1-H8 

BLASTX 

gll3287 

551 

9.0e-57 

105 

100 

ACTIN, ALPHA SKELETAL MUSCLE (ALPHA-ACTIN 1) 

>gi_71610_pir ^ATHU actin, skeletal muscle - human 

>gi_71612_pir ^ATRT actin, skeletal muscle - rat 

>gi_71613_pir ATCH actin alpha, skeletal muscle - chicken 

>gi_90264_pir ^A24904 actin, skeletal muscle - mouse 

>gi_55577_emb_CAA24529_ {V01218) actin [Rattus norvegicus] 
>gi_63029_emb_CAA24753_ (V01507) a-actin [Gallus gallus] 
>gi_178029 (J00068) alpha-actin [Homo sapiens] >gi_309088 

(M12866) actin [Mus musculus] >gi_337746 (M20543) 
alpha-skeletal actin precursor [Homo sapiens] >gi_387081 

{M12347) alpha-actin [Mus musculus] >gi_790202 (U16368) 
skeletal alpha -actin [Sus scrofa] >gi 223503 pr£ ■• 0809315A 
actin [Rattus norvegicus] 

>gi_4501881_ref_NP_001091.l"_pACTAl_ actin, alpha 1, 
skeletal muscle 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



228845 

LIB3196-018-P1-M1-A10 

BLASTX 

gl076510 

446 

2.0e-44 

107 

79 

peptidylprolyl isomerase 
>gi_8 2 9 1 1 9_^mb_CAA5 2 4 1 4_ 
vulgaris] 

228846 

LIB3196-018-P1-M1-A12 
BLASTX 



(EC 5.2.1.8) Cyp - kidney bean 
(.X74403) cyclophilin [Phaseolus 



32760 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3786007 
27 6 

l.Oe-24 

104 

59 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
228847 

LIB3196-018-P1-M1-A2 

BLASTX 

g3688191 

196 

3.0e-15 

63 • 
63 

(AJ010090) MAP3K alpha protein kinase [Arabidopsis 
thaliana] 

228848 

LIB3196-018-P1-M1-A4 

BLASTX 

gl37578 

497 

2,0e-50 

118 ■ • 

79 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] s>gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228849 

LIB3196-018-P1-M1-A6 

BLASTX 

g2244754 

465 

l.Oe-46 

97 

84 

(Z97335) heat shock transcription factor homolog 
[Arabidopsis thaliana] 

228850 

LIB3196-018-P1-M1-B11 

BLASTX 

g2879792 

129 

2.0e-16 

88 

60 

(AL021813) SPAC23A1 . 04c, possible glycosyl hydrolase, 
len:756aa, similar eg. to C. elegans Q18679/ (586aa) , fasta 
scores, opt:566, E():0, (48.0% identity in 452 aa overlap), 
also similar to YHR204W, YH04_YEAST, P38888, hypothet 



32761 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



228851 

LIB3196-018-P1-M1-B2 

BLASTX 

g226407 

290 

3.0e-26 

121 

46 

retrotransposon dell-46 [Lilium henryi] 
228852 

LIB3196-018-P1-M1-B4 

BLASTX 

g2224931 

312 

9.0e-29 

119 

57 

(AF004215) ethylene-insensitive3-like3 [Arabidopsis 
thaliana] 



228853 

LIB3196-018-P1-M1-C4 

BLASTX 

,.gl375485 

631 

4.0e-66 

119 

100 

(U43077) CDC37 homolog [Homo 
CDC37 homolog [Homo sapiens] 



sapiens] >gi_1421821 (U63131) 



228854 

LIB3196-018-P1-M1-C5 

BLASTX 

g2808i6 

441 

7.0e-44 

86 

99 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377_emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253 (AF049259) keratin 13 [Homo sapiens] 
>gi_4 504 911_ref_NP_0022 65 . l_pKRT13_ keratin 

228855 

LIB3196-018-P1-M1-C7 

BLASTX 

g3445207 

306 

3.0e-28 

99 . 
64 

{AC004786) unknown protein. [Arabidopsis thaliana] 
228856 

LIB3196-018-P1-M1-C8 



32762 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. „ . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method ■ 
NCBI GI 
BLAST score . 
E value 
Match length 
% identity 



BLASTX 

g3096949 

262 

2.0e-25 

98 

62 

(Y16328) putative cyclic hucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

228857 

LIB3196-018-P1-M1-C9 

BLASTX 

gl070592 

590 

2.0e-61 

114 

100 

ubiquitin / ribosomal protein CEP52 - human 
>gi_37565_emb_CAA40313_ (X56998) ubiquitin-52 amino acid 
fusion protein [Homo sapiens] >gi_37567_emb_CAA40312_ 
(X56997) ubiquitin-52 amino acid fusion protein [Homo 
sapiens] >gi_37569_emb_CAA40314_ (X56999) ubiquitin-52 
amino acid fusion protein [Homo sapiens] >gi_600538 
(M24508) ubiquitin [Artificial sequence] 
>gi_1050758_emb_CAA57958_ (X82636) ubiquitin/ribosomal 
protein L40 [Rattus norvegicus] >gi_^1628608 (U72496) <■ 
ubiquitin/ribosomal fusion protein [Sus scrofa] >gi_3288887 
(AC005253) ubiquitin-52 amino acid fusion protein [Homo 
sapiens] >gi_4139066 (AF081142) ubiquitin/ribosomal protein 
CEP52 fusion protein [Cricetulus sp.] 

>gi_4262555_gb_AAD14 688_ (AF118402) ubiquitin/60S ribosomal 
fusion protein [Mus musculus] 

>gi_4507761_ref_NP_003324.1_pUBA52_ ubiquitin A-52 residue 
ribosomal protein fusion product 

228858 

LIB3196-018-P1-M1-D10 

BLASTX 

gl25077 

238 

4.0e-20 

52 

94 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA32786^ (X14640) keratin 
13 [Homo sapieh's] 

228859 

LIB3196-018-P1-M1-D2 

BLASTX 

gl23101 

316 

2.0e-29 

80 

81 



32763 



NCBI Description 



NONHISTONE CHROMOSOMAL PROTEIN HMG-14 

>gi_107207_pir ^A333r0 nonhistone chrGitiosomal protein 

HMG-14 - human >gi_306863 (J02621) high mobility group 
protein 14 [Homo sapiens] >gi_386779 (M21339) high mobility 
group protein 14 [Homo sapiens] >gi_3171155 (AF064861) 
HMG-14 [Homo sapiens] 



O C * IN W • 


£t £t \J \J \J \J 


^pri ID 


Q6-018-P1-M1 -D4 




RT.A^TX 


MpDT rij 

LN O X OX 


^^«J^£«r rX 


RT.A55T <?r'orp 


321 


F Tfa 1 n 

Cj V d X LLC 








% identity 


65 


NCBI Description 


(AC002534) putative kinesin-1 




L.ilClXXClIlCtJ 




99PP CI 
O 0 Ox 




T TR'^1 Qfi-OI ft-PI —Ml — nR 

XiXDjX:7D UXO ItX LTIX 


LYie L.noa 


RT QQTY 
DJjriO i A 


Kir'RT CT 




oj_tr\o 1 o w J. c 


^ u 


E value 




Match length 


117 


% identity 


88 


iML^DX jjescxxptxon 


^/irUU^XU^J DUO aCxOXC xXDOSOm* 




[Araoiaopsis unaxianaj 


o e q . IN o . 


99ft ft 


oeg. lu 


T TR'^I Qf^— m R — D1 —Ml _n7 
XiXDoXI^D UlO irx ri X U / 


Lxieunoa 


DijilO i A 


IN ^ O X U X 


rr4 ^4 ftD 
y *i o J 1 o u 


"RT ZiQT cr^/^r*o 
DLtnO X oQ-.Uxe 


O X J 


E value 


5.0e-29 


Match length 


78 


^ XUcllL.XUy 


7ft 


lnl^dx uescxxpuxon 


/Y7^^^^7Q^ M2iT — H F Hom/^ car^ -i or* o 1 

^A/DD/^^ iyit\Lt u L "■Oiuo sapxensj 


Q <a 

O C q . LM O . 


99ft ft f^"^ 


Octj • X U 


T Qf^— m ft-PT -Ml -PI n 

XiXO0X!70 UXO irX VI ± £iXU 


iYie cnoa 


RT a QTY 


LN V_/ XJ X OX 




BLAST srore 


432 


E value 


7.0e-43 


Match length 


99 


% identity 


82 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


228864 


Seq. ID 


LIB3196-018-P1-M1-E4 


Method 


BLASTX 


NCBI GI 


gll5502 


BLAST score 


'453 


E value 


3.0e-45 


Match length 


88 


% identity 


53 



32764 



NCBI Description 



CALMODULIN-RELATED PROTEIN NB-1 (CALMODULIN-LIKE PROTEIN) 

(CLP) >gi_71690_pir MCHUNB calmodulin-related protein NB-1 

- human >gi_29650_emb_CAA31809_ (X13461) hGH6 
calmodulin-like protein [Homo sapiens] >gi_189081 (MSB 02 6) 
NB-1 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228865 

LIB3196-018-P1-M1-E5 

BLASTX 

g2245020 

526 

7,0e-54 

120 

81 

(Z97341) growth regulator homolog- [Arabidopsis thaliana] 



ffl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228866 

LIB3196-018-P1-M1-F1 

BLASTX 

g3851636 

471 

2.0e-47 

107 

82 

(AF098519) 
■{AF056316) 



unknown [Avicennia marina] >gi_4r28206 
40S ribosome protein S7 [Avicennia marina] 



228867 

LIB3196-018-P1-M1-F10 

BLASTX 

g2119180 

519 

5.0e-53 

118 

94 

S-laminin - human (fragment) >gi_288401_emb_CAA51288_ 
(X72760) S-laminin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228868 

LIB3196-018-P1-M1-F11 

BLASTX 

g2137594 

168 

7.0e-12 

46 

65 

neuropsin 
neuropsin 



- mouse >gi__1020091_dbj_BAA06451_ (D30785) 
[Mus musculus] >gi_1582323_prf 2118319A 



neuropsin [Mus musculus] 



Seq. No. 
Seq... ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228869 

LIB3196-018-P1-M1-F7 

BLASTX 

gll4682 

162 

2.0e-ll 
59 



32765 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



59 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL. PROTEIN) (OSCP) 

>gi;_100471_pir ^A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

228870 

LIB3196-018-P1-M1-G10 

BLASTX 

g419482 

185 

7.0e-14 

111 

43 

pol polyprotein - human endogenous virus S71 
228871 

LIB3196-018-P1-M1-G11 

BLASTX 

g2190550 

456 

l.'be-45 

122 

75 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 



228872 

LIB3196-018-P1-M1-G12 

BLASTX 

g2119204 

194 

6.0e-15 

62 

66 

vimentin - human >gi_37850_emb_CAA39600_ 
[Homo sapiens]. 



(X56134) vimentin 



228873 

LIB3196-018-P1-M1-G2 

BLASTX 

g3355465 

382 

5.0e-37 

114 

62 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

228874 

LIB3196-018-P1-M1-G3 

BLASTX 

g2605714 

243 

l.Oe-20 



32766 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
:NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST. score 

E value 

Match length 

% identity 

NCBI Description 



63 
79^ 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

228875 

LIB3196-018-P1-M1-G4 

BLASTX 

g2507389 

617 

2.0e-64 

124 

94 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
{SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_1848137_eiTib_CAA62998_ {X9190.2) serine 
hydroxymethyltransf erase [Oryctolagus cuniculus ] 

228876 

LIB3196-018-P1-M1-G5 

BLASTX 

g2119340 ■ 

666 . ' 

3.0e-70 

127 

98 

calponin - human >gi_1526432_dbj_BAA12090_ 
calponin [Homo sapiens] 



(D83735) neutral 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ip 



228877 

LIB3196-018-P1-M1-G7 

BLASTX 

gll74637 

175 

l.Oe-12 
37 

97 ' ' , ~ 

TRANSITIONAL ENDOPLASMIC RETICULUM ATPASE (TER ATPASE) I 
MG(2+)-ATPASE P97 SUBUNIT). (VALOSIN CONTAINING PROTEIN) 

(VCP) >gi_1083817_pir ^A55190 transitional endoplasmic 

reticulum ATPase - rat >gi_641973 {U11760) transitional 
endoplasmic reticulum ATPase [Rattus norvegicus] 

>gi__1093322_prf 2103265A transitional endoplasmic 

reticulum ATPase [Rattus norvegicus] 

228878 

LIB3196-018-P1-M1-H1 

BLASTX 

g477094 

243 

l.Oe-20 

115 

47 

STEll protein' Icinase homolog NPKl 
228879 

LIB3196-018-P1-M1-H4 



15S 



common tobacco 



32767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl906828 

390 

7.0e-38 . 

123 

70 

(yil828) heat shock protein [Arabidopsis thaliana] 



228880 

LIB3196-018-P1-M1-H7 

BLASTX 

gll4181 

183 

l.Oe-13 

84 

49 

3-DEHYDROQUINATE SYNTHASE >gi 
3-dehydroquinate synthase (EC 
>gi_4 0968_emb_CAA274 95_ (X038 
(aa 1-362) [Escherichia coli] 
{Z19601) ORE, aroB. Millar G. 
200:11-17 (1986) [Escherichia 
3-dehydroquinate synthase [Es 
(AE000414) 3-dehydroquinate s 



_68385_pir SYECQ 

4.6.1.3) - Escherichia coli 
67) 3-dehydroquinate synthase 

>gi_4 122 5_einb_CAA7 9 6 6 6_ 
, Coggins J.R.; FEBS Lett. 
coli] >gi_606323 {U18997) 
cherichia coli] >gi_1789791 
ynthase [Escherichia coli] 



228881 

LIB3196-019-P1-M1-A1 

BLASTX 

g4432854 

14 6 

3.0e-09 

57 

47 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



228882 

LIB3196-019-P1-M1-A10 

BLASTX 

g547753 

576 

l.Oe-59 

120 

96 

KERATIN, TYPE II CYTOSKELETAL 4 



(CYTOKERATIN 4) (K4) (CK4) 



228883 

LIB3196-019-P1-M1-A12 

BLASTX 

g81546 

547 

2.0e-56 

106 

lOQ 

alpha-globulin type B precursor (tandem 1) 
(fragment) 



'upland cotton 



Seq. No. 



228884 



32768 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity* 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
"BLAST score " 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



LIB3196-019-P1-M1-A3 

BLASTX • 

gl843527 

330 

5.0e-31 

91' 
76 

(U73747) annexin [Gossypium hirsutum] 
228885 

LIB3196-019-P1-M1-B10 

BLASTX 

g3123271 

446 

2.0e-44 

104 

81 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_eiTib_CAA74 381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

228886 

LIB3196-019-P1-M1-B2 

•BLASTX 

g88052 

548 

l.Oe-56. 
108 

100 <: . 

keratin K5, 58K type II, epidermal (version 2) - human 
(fragment) 

228887 

LIB3196-019-P1-M1-B4 

BLASTX 

g3738302 

494 

4.0e-50 

115 

81 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_424 9398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

228888 

LIB3196-019-P1-M1-B5 

BLASTX 

g3184186 

332 

4.0e-31 

115 

61 

(AB004788) BNIP3L [Homo sapiens] >gi_3342915 (AF079221) 
BCL2/adenovirus ElB 19kDa-interacting protein 3a [Homo 
sapiens] >gi_4138826 (AF067396) NIX [Homo sapiens] . 

228889 

LIB3196-019-P1-M1-B6 



32769 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g280816 

627 

l.Oe-65 

126 

98 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377_emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253 (AF049259) keratin 13 [Homo sapiens] 
>gi_4504 911_ref_NP_002265.1_pKRT13_ keratin 

228890 

LIB3196-019-P1-M1-B7 

BLASTX 

g3876053 

167 

9.0e-12 

105 

33 

(Z69789) cDNA EST EMBL:D66552 comes from this gene; cDNA 
EST EMBL:D70371 comes from this gene; cDNA EST EMBL:C11164 
comes from this gene; cDNA EST EMBL;C13175 comes from. this 
gene; cDNA EST yk270e3.3 comes from this gene; cDNA , 
>gi_3878811_^mb_CAA93682_ (Z69794) cDNA EST EMBL:D66552 
comes from' this gene; cDNA EST EMBL:D70371 comes from this 
gene; cDNA EST EMBL:C11164 comes from this gene; cDNA EST 
EMBL:C13175 comes from this gene; cDNA EST yk270e3.3 comes 
from this gene;.cDNA 



Seq. No." 


228891 


Seq. ID 


LIB3196-019-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


g547753 


BLAST score 


392 


E value 


3.0e-38 


Match length 


87 . 


% identity 


90 


NCBI Description 


KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4j 


Seq. • No. ' 


228892 


Seq. ID 


LIB3196-019-P1-M1-C10 


Method 


BLASTX 


NCBI GI 


gl778838 


BLAST score 


560 


E value 


7.0e-58 


Match length 


122 


% identity 


89 


NCBI Description 


(U83113) INS-1 winged-helix homolog [Homo sapiens] 


Seq. No. 


228893 


Seq. ID 


LIB3196-019-P1-M1-C12 


Method 


BLASTX 


NCBI GI 


g4263790 


BLAST score 


524 


E value 


l.Oe-53 


Match length 


113 


% identity 


91 



(CK4) 



32770 



NCBI Description 



(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228894 

LIB3196-019-P1-M1-C3 

BLASTX" 

g3901014 

234 

l.Oe-19 

55 

76 

(AJ130886) metallothioneih-like protein class II [Fagus 
sylvatica] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228895 

LIB3196-019-P1-M1-C4 

BLASTX 

g2605714 

222 

3.0e-18 

57 

81 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No;- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228896 

LIB3196-019-P1-M1-C8 

BLASTX 

g2245104 

150 

8.0e-10 

105 

34 

(Z97343) LTR retrotransposon [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228897 

LIB3196-019-P1-M1-D1 

BLASTX 

g3947448 

279 

6.0e-25 

115 

50 

(AL033535) cDNA EST yk301fl.5 comes from 
EST y]c475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk4 99g5.5 comes from this 
[Caenorhabdi. . . >gi_3947543_emb_CAA88952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [Caenorhabditi 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z49127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



Seq, No. 
Seq. *ID 
Method 
NCBI GI 
BLAST score 



228898 

LIB3196-019-P1-M1-D10-^- 

BLASTX 

gl25080 

148 



32771 



E value 


1 Oe-0 9 ^"i. 


Match length 


58 


% identity 


57 


NCBI Descrintion 






X 1 ; ^y-*- X *i *i o X o ^xx ivrvnuiij jvcxcit-xri/ ours, type x cyuosKexeuax 








>ai 4504913 ref NP 000517 1 oKRTl 4 kpr^^-t-in 14 

^yx *x.^v/*3^x<j x^x iNt uv,/u^xr.x ^ i\r\ xxi JS.cxciL.Xii xh 




f pn "i riPTTTlD Iv^is hnllo^^^ <^'\ miD 1 p v now! i nrr— Mpa r*s» "P^rioKi^o t* \ 

\ 'S^X »wi^X lllV-'X ^ O X O l^ULXX^OCl OXILI^XCA/ UKJYi J. J.H\J LJCfClXCl/ l\Ut7XjiiCX^ 


Seq. No. 


228899 


Seq. ID 


LIB3196-019-Pl-Ml-nil 


Method 


BLASTX 


NCBI GI 


g3201554 


BLAST score 


232 


E value 


1 . Oe-19 




88 


% "i Hpnl" i 1" V 

o ^ 11 1^ y 


56 


NCRT Dp <?r r 1 nt 1 on 


^A.TDnfi'^ni \ V^pI" a — H— 1 n r'*^ c "1 H a G o f 'T'T*/^r^rao*^1 nm ma-inc?l 
\ r\\j \j \j \j u \j J. ) iwfc?L.a u y X LiL^vjo xucio |, x x v^pdeux Lull illo JU.oJ 


Seq. No. 


228900 


Seq. ID 


LIB3196-019-Pl-Ml-ni2 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


416 


E value 


5.0e-41 


Match length 


77 


% identity 


97 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 




LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) {UBCAT4B) <. 



>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ {Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_3492H (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis. thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-prptein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228901 

LIB3196-019-P1-M1-D2 

BLASTX 

gl710840 

542 

9.0e-56 
118 

84 . 

ADENOSYLHOMOCYSTEINASE ( S-ADENOS YL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) (CYTOKININ BINDING PROTEIN CBP57) 
>gi_441217_dbj_BAA03709_ (D16138) S-adenosyl-L-homocystein 
hydrolase [Nicotiana sylvestris] >gi_1857024_dbj_BAA08142_ 
(D45204) S-adenosyl-L-homocysteine hydrolase [Nicotiana 
tabacum] >gi__2588781_dbj_BAA23164_ (D49804) 
^'S-adenosyl-L-homocysteine hydrolase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



228902 

LIB3196-019-P1-M1-D5 



32772 



Method 

NCBI GI - 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. .. . 

Seq. ID 

Method 

'NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl24224 

462 

2.0e-46 

103 

87 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor elF-E 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

228903 

LIB3196-019-P1-M1-D7 

BLASTX 

g3868758 

400 

4.0e-39 

73 

96 

(D89802) elongation factor IB gamma [Oryza sativa] 
228904 

LIB3196-019-P1-M1-E1 
BLASTX • 
'gl363944 
480 

2.0e-48 

97 

97 

type I 
type I 
Peptide 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16, K16 [human, epidermal keratinocytes, 
473 aa] [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228905 

LIB3196-019-P1-M1-E10 
BLASTX 

g3915742 ' ' 

577 

7.0e-60 

112 

98 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) {LEGA-C94) >gi_167319 
{M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

228906 

LIB3196-019-P1-M1-E11 

BLASTX 

g49868 

625 

2.0e-65 
124 

(X03765) put. beta-actin (aa 27-375) [Mus musculus] 

>gi 387083 (M12481) cytoplasmic beta-actin [Mus musculus] 



32773 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228907" 

LIB3196-019-P1-M1-E12 
BLASTX • 
g3880433 
259 

2.0e-22 

95 

28 

(Z66521) similar to mitochondrial RNA splicing MSR4 like 
protein; cDNA EST EMBL:C09217 comes from this gene 
[Caenorhabditis elegans] 

228908 

LIB3196-019-P1-M1-E3 

BLASTX-- 

g4056469 

274 

2.0e-24 

85 

74 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb^Z25826, ' 
gb_R90191, gb_N65697, gb_AA713150, gb__T46332, gb_AA040967, 
gb_AA712956, gb_T464Q3, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228909 

LIB3196-019-P1-M1-E5 

BLASTX 

g3859591 

199 

2.0e-15 
87 

43 • 

(AF104919) No definition line found [Arabidopsis thaliana] 
228910 

LIB3196-019-P1-M1-E6 

BLASTX 

g3915742 

554 

4.0e-57 

117 

91 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228911 

LIB3196-019-P1-M1-E9 

BLASTX 

g3915742 

513 

2.0e-52 

110 

89 



32774 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypiujn hirsutum] 

.>gi_4 4 4 320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirs.utum] 

228912 

LIB3196-019-P1-M1-F1 

BLASTX 

g2618721 

168 

6.0e-12 

102 

50 

(U4 9072) IAA16 [Arabidopsis thaliana] 
228913 

LIB3196-019-P1-M1-F4 

BLASTX 

gl346347 

594 

8.0e-62 

124 

97 

KERATIN, TYPE 11 CYTOSKELETAL 6D {CYTOKERATIN 6D) (CK 6D) 

(K6D KERATIN) >gi_2119225_pir 161769 keratin type II - 

human (fragment) >gi_914833 (L42610) keratin type II [Homo 
sapiens] 

228914 

LIB3196-019-P1-M1-F6 

BLASTX 

g2582665 

216 

l.Oe-17 

7 6 

58 

(Z82983) thi [Citrus sinensis] 
228915 

LIB3196-019-P1-M1-F8 ■ 

BLASTX 

gl37578 

224 

3.0e-25 

93 

64 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

. [Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

228916 

LIB3196-019-P1-M1-G1 

BLASTX 

gll0630 



32775 



nLAoi score 




E value 


o . Ue-DD 


Marcn lengtn 




» T ^1 4" ^ ^ T / 

? laenuiuy 


X U U 


NCBI Description 


xaiuin ts — mouse -^gx ^yoooy iixijox 


oec} • NO • 


^ ^ O 7 X / 


o j-x T n 

becj. iU 


T TR'^I Q^;_ni Q_D1 —Ml —PI 1 
XjXDjX^D UX^ lrX rJX oXX 


Method 


BLASTX 


NCBI GI 


gl33500 


oLiAoi score 


^ O J 


E value 


<i . ue— 


Match length 




tB xaenuiLy 


1 nn 
X u u 


wuhsi uescripuion 


KhjiXlNUXC AUXU KbUrjirlUK bAJyUXlA— Z 


D 6 • LN O • 


99ft Q1 ft 
^ 0 ^ X o 






Method 


BLASTX 


NCBI GI 


g3075398 


oLiAdi score 


1 7n 
X / u 


E value 


41 . ue xz 


Matcn lengtn 


/ X 


% identity 


0 X 


NCBI Description 


(AUUU44o4; unJcnown protexn [Arao. 


beg. iNo • 


*^ 0 9 Q Q 1 Q 

zzo y xy 


oeg . 1 u 


T Qtf^_ni Q — DT —Ml —PR 
XiXOjXyO UX y It X IXiX oO 






NCBI GI 


g72287 


BLAST score 


386 


E value 


2.0e-37 


Match length 


108 


% identity 


71 


NCBI Description 


beta-globulin A precursor (clone 



(fragment) >gi_167377 (M16905) legumin precursor [Go'ssypium 
hirsutum]' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228920 

LIB3196-019-P1-M1-G6 

BLASTX 

g40080Q6 

276 

2.0e-24 

120 

47 

(AF084034) receptor-lik^ protein kinase [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



228921 

LIB3196-019-P1-M1-G9 

BLASTX 

g2224911 

192 

8.0e-15 

89 

46 



32776 



NCBI Description 



Seq. -No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

228922 

LIB3196-019-P1-M1-H5 

BLASTX 

gl710008 

402 

2.0e-39 

117 

73 

GTP-BINDING NUCLEAR PROTEIN RANIB >gi_1370205_einb_CAA98188_ 
(Z73960) RANIB [Lotus japonicus] 

228923 

LIB3196-019-P1-M1-H6 

BLASTX 

g71532 

511 

4.0e-52 

111 

93 

keratin, type II cytoskeletal - human (fragment) 
>gi_34 069_emb_CAA247 60_ (V01516) keratin [Homo sapiens] 
>gi_386847 (J00269) keratin [Homo sapiens] 

228 924 ' • 

LIB3196-019-P1-M1-H7 

BLASTX 

gl703129 

433 

5.0e-43 

86 

98 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228925 

LIB3196-020-P1-M1 

BLASTX 

gl346344 

588 

5.0e-61 
129 . 
95 

KERATIN, TYPE 
{K6A KERATIN) 



-A2 



II CYTOSKELETAL 6A (CYTOKERATIN 6A) (CK 6A) 
>gi_2119221_pir ^A57398 keratin type II - 



human >gi_908779 {L42583) keratin type II [Homo sapiens] 
228926 

LIB3196-020-P1-M1-A5 

BLASTX 

g2982453 

540 

2.0e-55 
118 



32777 



% identity 90 

NCBI Description (AL022223) fructose-bisphosphate aldolase-like protein 

[Arabidopsis- thaliana] 

Seq. No. 228927 

Seq. ID LIB3196-020-P1-M1-A6 

Method BLASTX 

NCBI GI g4176522 

BLAST score 159 

E value 8.0e-ll 

Match length 116 

% identity '28 

NCBI Description (AL035263) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 228928 

Seq.' '"ID LIB3196-020-P1-M1-A8 

Method BLASTX 

NCBI GI g4539307 

BLAST score 183 

E value l.Oe-13 

Match length 62 

% identity 58 

NCBI Description (AL04 94 80) putative acidic ribosomal protein [Arabidopsis 
thaliana] 

Seq. No. 228929 

Seq. ID LIB3196-020-P1-M1-A9 

Method BLASTX 

NCBI GI ' g2134803 

BLAST score 677 

E value 2.0e-71 

Match length 134 

% identity 99 

NCBI Description band-6-protein - human >gi_535015_emb_CAA55881_ {X79293) 
band-6-protein [Homo sapiens] 

Seq. No. 228930 

Seq. ID " LIB3196-020-P1-M1-B1 

Method BLASTX 

NCBI GI g2995405 

BLAST score 124 

E value 9.0e-15 

Match length 99 

% identity 47 

NCBI Description (Y12432) polyprotein [Ananas comosus] 



Seq. No. 228931 

Seq. ID LIB3196-020-P1-M1-B11 

Method BLASTX 

NCBI GI gl732411 

BLAST score 64 4 

E value l.Oe-67 

Match length 125 

% identity " 99 

NCBI Description (U47924) isopeptidase T [Homo sapiens] 

Seq. No. 228932 



32778 



Seq. ID LIB3196-020-P1-M1-B12 

Method BLASTX 

NCBI GI g441457 , . - . 

BLAST score 520 

E value 4.0e-53 

Match length 96 

% identity 99 

NCBI Description {X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculenturti] 

Seq. No. 228933 

Seq. ID LIB3196-020-P1-M1-B2 

Method BLASTX 

NCBI GI gll6850 

BLAST score 588 

E value 5.0e-6r 

Match length 114 

% identity 100 

NCBI Description COFILIN, NON-MUSCLE ISOFORM >gi_8 9176__pir_A2924 0 cofilin - 
pig >gi_164425 (M20866) cofilin [Sus scrofa] 

Seq. No. 228934 

Seq. ID LIB3196-020-P1-M1-B3 

Method BLASTX 

NCBI GI g3970854 ... 

BLAST score 396 

E value l.Oe-38 

Match length 126 

% identity 63 

NCBI Description {AB015332) HRIHFB2018 [Homo sapiens] 



Seq. No. 228935 

Seq. ID LIB3196-Q20-P1-M1-B7 

Method BLASTX 

NCBI GI g3269284 

BLAST score 347 

E value „ 8.0e-33 

Match length 109 

% identity 67 t- 

NCBI Description {AL030978) histone H2A- like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228936 

LIB3196-020-P1-M1-B8 

BLASTX 

gl25887 

272 

5.0e-24 

119 

50 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ {X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 



228937 

LIB3196-020-P1-M1-B9 
BLASTX 



32779 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gl37578 
442 

4.0e-44 - 

83 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_l 67371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_j)rf 1410330A vicilin gene A 

[Saguinus oedipus] 

228938 

LIB3196-020-P1-M1-C1 

BLASTX 

gll3944 

586 

8.0e-61 

118 

44 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
{P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34 388_emb_CAA29338_ (X05908) lipocortin (AA 1-346) • 

[Homo sapiens] >gi_224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I) 

228939 

LIB3196-020-P1-M1-C3 

BLASTX 

gl33841 

351 

3.0e-33 

78 

91 

CHLOROPLAST. 30S RIBOSOMAL PROTEIN S18 >gi_71016__pir R3NT18 

ribosomal protein S18 - copnon tobacco chloroplast 
>gi_11851_emb_CAA77371_ (zb0044) ribosomal prbtein S18 

[Nicotiana tabacum] >gi_225220_prf 1211235BB ribosomal 

protein S18 [Nicotiana tabacum] 

228940 

LIB3196-020-P1-M1-C4 

BLASTX 

g4115933 

281 

4v0e-25 

87 

70 

(AF118223) contains similarity to human RNA polymerase II 
complex component SRB7 (GB : U52960 ) [Arabidopsis thaliana] 

228941 

LIB3196-020-P1-M1-C5 

BLASTX 

gl408471 



32780 



u 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



447 . . 

l.Oe-44 

101 

79 ^ ■ 

(U48938) actin- depolymerizihg factor 1 [Arabidopsis 

thaliana] >gi_3851707 (AF102173) actin depolymerizing 

factor 1 [Arabidopsis thaliana] 

228942 

LIB3196-020-P1-M1-C8 

BLASTX 

g4415917 

390 

7.0e-38 

123 

58 

(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 

228943 

LIB3196-020-P1-M1-D11 

BLASTX 

g2911047 

402 

2.0e-39 
100 

73 - . ■ 

(AL021961) putative protein [Arabidopsis thaliana] 

228944 

LIB3196-020-P1-M1-D12 

BLASTX 

g4455787 

148 ■ 

5.0e-10 

51 

47 

(AL035536) putative DNA polymerase accessory protein 
[Schizosaccharomyces pombe] 

228945 

LIB3196-020-P1-M1-D2 

BLASTX 

g399132 

451 

5.0e-45 

89 

97 

BTGl PROTEIN (B-CELL TRANSLOCATION GENE 1 PROTEIN) 

>gi_86982_pir S20947 BTGl protein - human 

>gi_2137175_pir 148272 btgl protein - mouse 

>gi_29509_emb_CAA434 35_ (X61123) BTGl [Homo sapiens] 
>gi_50188_emb_CAA78 902_ (Z16410) btgl [Mus musculus] 
>gi_293306 ' (L16846) BTGl [Mus musculus] 

>gi_4502473_ref_NP_001722. l_pBTGl_ B-cell translocation 
protein 



32781 



S.eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228946 

LIB3196-020-P1-M1-D5 

BLASTX 

g3901014 

235 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

228947 

LIB3196-020-P1-M1-D8 

BLASTX 

gl000207 

624 

2.0e-65 

120 

99 

{U33920) seinaphorin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228948 

LIB3196-020-P1-M1-D9 

BLASTX 

gl25105 

625 

2.0e-65 

130 

95 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) (CK 5) 

(58 KD CYTOKERATIN) >gi_88051_pir ^A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 (M21389) 

keratin type II [Homo sapiens] 

>gi_4557 890_ref_NP_000415. l_pKRT5_ keratin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228949 

LIB3196-020-P1-M1-E10 

BLASTX 

gl351111 

431 

9.0e-43 

86 

97 

SIGNAL RECOGNITION PARTICLE 9 KD PROTEIN {SRP9) 

>gi_1362938_pir ^A57292 signal recognition particle protein 

SRP9 - human >gi_897851 (U20998) signal recognition 
particle subunit 9 [Homo sapiens] 

>gi_4507217_ref_NP_003124 . l_pSRP9_ signal recognition 
particle 9kD 



Seq. No. 
Seq. ID 
Method 
NCBI GI„.. 
BLAST score 
E value 
Match length 



228950 

LIB3196-020-P1-M1-E11 

BLASTX 

g4454706 

378 

2.0e-36 
91 



32782 



% identity 

NCBI Description 



85 

(AF070665) HSPC009 [Homo sapiens] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

■NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228951 

LIB3196-020-P1-M1-E2 

BLASTX 

gl00196 

498 

l.Oe-50 

110 

84 

chlorophyll a/b-binding protein (cab-11) 



tomato 



228952 

LIB3196-020-P1-M1-E3 

BLASTX 

gl711507 

227 

7.0e-19 

68 

60 

SIGNAL RECOGNITION PARTICLE 19 KD PROTEIN (SRP19) 
>gi_624221 (U19030) signal recognition particle 19 kDa 
protein subunit SRP19 [Oryza sativa] 

228953 

LIB3196-020-P1-M1-E4 

BLASTX 

g2760345 

381 

4.0e-37 

88 

22 

(U84967) ubiquitin [Arabidopsis thaliana] 
228954 

LIB3196-020-P1-M1-E6 

BLASTX 

gl37578 

4 63 

2.0e-46 

103 

50 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228955 

LIB3196-020-P1-M1-E8 

BLASTX 

g5*41849 

212 

5.0e-17 
100 



32783 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



47 

anthranilate synthase (EC 4.1.3.27) beta chain - 
Arabidopsis thaliana >gi_403434 (L22585) anthranilate 
synthase beta subunit [Arabidopsis thaliana] 

228956 

LIB3196-020-P1-M1-F1 

BLASTX 

g4263710 

517 

8.0e-53 

106 

67 

(AC006223) putative pur-alpha transcriptional activator 
protein [Arabidopsis thaliana] 

228957 

LIB3196-020-P1-M1-F11 

BLASTX 

g3015538 

375 

3.0e-36 

111 

69 

(U93181) 
sapiens] 



nuclear dual-specificity phosphatase [Homo 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



228958 

LIB3196-020-P1-M1-F2 

BLASTX 

g3420900 

188 

3.0e-14 

98 

40 

(•AF081125) ER lumen protein retaining receptor 
[Caenorhabditis elegans] 

228959 

LIB3196-020-P1-M1-F3 

BLASTX 

gl30582 

186 

6.0e-14 

74 

50 

RETROVIRUS-RELATED POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TEIANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342_pir S04273 hypothetical protein - common 

tobacco >gi_2004 5_emb_CAA32025__ (X13777) ORF [Nicotiana 
tabacum] 

228960 

LIB3196-020-P1-M1-F4 

BLASTX 

gll8926 

206 



32784 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 
110 

43 • .v.. 

DESSICATION-RELATED PROTEIN CLONE '■PCC13-62 PRECURSOR... 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

228961 

LIB3196-020-P1-M1-F5 

BLASTX 

gl35005 

173 

2.0e-12 

76 

39 

STRICTOSIDINE SYNTHASE PRECURSOR >gi_82067_pir S01325 

strictosidine synthase (EC 4.3.3.2) - serpentwood 
>gi_21127_emb_CAA4 4208_ (X62334) strictosidine synthase 
[Rauvolfia serpentina] >gi__21129_emb_CAA68725_ (¥00756) 
strictosidine synthase [Rauvolfia serpentina] 

>gi_226162_prf 1413232A strictosidine synthase [Rauvolfia 

serpentina] 

228962 

LIB3196-020-P1-M1-F6 

BLASTX 

gl22007 

419 

3.0e-41 

111 

76 

HISTONE 
>gi_204 
- 149) 



H2A >gi_100161_pir S114 98 histone H2A - parsley 

4B_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228963 

LIB3196-020-P1-M1-F9 

BLASTX 

g3913414 

457 

9.0e-46 

122 

75 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 2 (ADOMETDC 2) 
(SAMDC 2) (SAMDC16) >gi_1155242 (U38527) 
S-adenosylmethionine decarboxylase 2 [Dianthus 
caryophyllus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



228964 

LIB3196-020-P1-M1-G1 

BLASTX 

g88044 

580 

3.0e-60 



32785- 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 
E value 



121 
96 

keratin A, type II, cytoskeletal - human (fragment) 
>gi_3407 3_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA). 
[Homo sapiens] 

228965 

LIB3196-020-P1-M1-G5 

BLASTX 

gl26156 . 

584 

l.Oe-60 

117 

99 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

228966 

LIB3196-020-P1-M1-G6 

BLASTX 

g547713 

283 

2.0e-25 

78 

62 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-(IS0)4F 25 KD 

SUBUNIT) (EIF-(IS0)4F P28 SUBUNIT) >gi_3228 66_pir B44452 

translation initiation factor eIF-4F isozyme form sub.unit 
p28 - wheat >gi_170751 (M95818) initiation factor (iso)4F 
p28 subunit [Triticum aestivum] 

228967 

LIB3196-020-P1-M1-G9 , . 

BLASTX 

g547751 

650 

2.0e-68 

132 

99 

KERATIN, TYPE I CYTOSKELETAL 17 (CYTOKERATIN 17) (K17) (CK 

17) (39.1) (VERSION 1) >gi_422802_pir S30433 keratin 17, 

cytoskeletal - human >gi_3037 9_emb_CAA7 9626_ (Z19574) 
cytokeratin 17 [Homo sapiens] >gi_34075_emb_CAA44 4 51_ 
(X62571) keratin related product [Homo sapiens] 
>gi_4557701_ref_NP_000413. l_pKRT17_ keratin 

228968 

LIB3196-020-P1-M1-H10 

BLASTX 

g3694872 

297 

4 .Oe-27 



32786 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



64 
83 

(AF092547) profilin [Ricinus communis] 
228969 

LIB3196-020-P1-M1-H11 

BLASTX 

g3334157 

199 

l.Oe-20 

63 

78 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi_1220142_emb_CAA594 68_ (X85185) cyclophilin 
[Catharanthus roseus] 

228970 

LIB3196-020-P1-M1-H3 

BLASTX 

gl26156 

195 

5.0e-15 
95 

53 *■ 

LEGUMIN B 'PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone.- 134) 

- upland cotton >gi__167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gr_1171335 (U43727) legumin B 

[Gossypiom hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

228971 

LIB3196-020-P1-M1-H4 

BLASTX 

g416662 

316 

3.0e-29 

127 

53 

21 KD SEED PROTEIN PRECURSOR >gi_99954_pir S16252 trypsin 

inhibitor homolog - soybean >gi_21909_emb_CAA39860_ 
{X56509) 21 kDa seed protein [Theobroma cacao] 

228972 

LIB3196-020-P1-M1-H9 

BLASTX 

g2465540 

248 

3.0e-21 

55 

85 

(AF005632) phosphodiesterase I/nucleotide pyrophosphatase 
beta [Homo sapiens] 

228973 

LIB3196-021-P1-M1-A1 



32787 



Method 


BLASTX 


NCBI GI 


g4539459 


BLAST score 


.245 


E value - 


7 . Oe-21 


M;5l"r'h lenath 


53 


% identitv 


72 


NPRT DescriDtion 

ij. w w 4* ^ ^ 1 A 


* (AL049500) ' 


Sea No. 


228974 


Seq. ID 


LIB3196-021 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


312 


E vslue 


9.0e-29 


Match length 


122 


% identity 


52 


NCBI Description 


(AC003974 ) 


Seq. No. 


228975 


Seq. ID 


LIB3196-021 


Method 


BLASTX 


NCBI GI 


g4263522 


BLAST score 


322 


E value 


6 Oe-30 


Mr?1"ph Ipnrrth 


126 


% identity 


45 


NCBI Description 


(AC004044) ' 


Seq. No. 


228976 


Seq. ID 


LIB3196-021' 


Method 


BLASTX 


NCBI GI 


g4510364 


BLAST score 


170 


E value 


4 . Oe-12 


Mr?tph 1 pnnth 


100 


% identitv 


46 


NPRT De SPT "i ot" "i nn 


fAC007017) 


Seq. No. 


228977 


Seq. ID 


LIB3196-021' 


Method 


BLASTX 


NCBI GI 


g232190 


BLAST score 


347 


E value 


8.0e-33 


Match length 


78 


% identity 


85 


NCBI DesciriDt ion 


GLUTATHIONE 




rrl nt^thi nnp 

^ ^ U L> d J. 1 -l_ 1^ 




>ai 19739 ei 




crl ntrithi nnp 

^ ^ L« d 1 1 ^ V^l 1^^ 


Seq. No. 


228978 


Seq. ID 


LIB3196-021- 


Method ' 


BLASTX 


NCBI GI 


g266690 


BLAST score 


401 


E value 


4.0e-39 



-Ml-AlO 



-P1-M1-A3 



-M1-A5 



PEROXIDASE HOMOLOG 6P229 >gi_100291_pir S205 

peroxidase homolog - wood tobacco 
±)_CAA42780_ (X60219) homologous to animal 
peroxidases [Nicotiana sylvestris] 



32788 



Match length 

% identity 

NCBI Description 



109 
75 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 kDa oleosin 
[Gossypium hirsutum] >gi_167365 (L00936)* 18.2 kDa oleosin 
[Gossypium hirsutum] 



ij C ^ • LN . 




• xu 


XjXO^XI/U \J £. X 


rie tnoci 


OJjriO 1 A. 


ViK^oX ox 


rr4 4 1 

y*iix^^ox 




1 7fi 
X / 0 




*i • VJ C X J 












f Arnn fi4 1 ft ^ 




>gi_4559393 




protein [Ar 


0 S • LN U . 


99ftQft n 


Q^^rr TO 




L ie L.J.XV_<'\^ 


OXi/liO 1. 1\ 


M/^PT CT 
ViK^DX Ol 


go 0 u 3 z 


DLtHo i score 


R 

DO J 


Ej V d X Lie 




riaL-cn xenjy un 


XX\J 




100 


NCBI Description 


keratin K5, 




(fragment ) 


Seq. No. 


228981 


Seq. ID 


LIB3196-021 


Method 


BLASTX 


NCBI GI 


g3220164 


BLAST score 


155 


E value 


3.0e-10 


Match length 


53 


% identity 


91 


NCBI Description 


{AF029111) : 



- human 



Seq. No. 228982 

Seq. ID LIB3196-021-P1-M1-B3 

Method BLASTX 

NCBI GI g4539660 

BLAST score 445 

E value 3.0e-44 

Match length 127 

% identity 65 - 

NCBI Description. (AF061282) polyprotein [Sorghum bicolor] 

Seq. No. 228983 

Seq. ID LIB3196-021-P1-M1-B4 

Method BLASTX 

NCBI GI gll69475 

BLAST score 697. 

E value 7.0e-74 

Match length 132 

% identity 100 



32789 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ELONGATION FACTOR 1-ALPHA 1 (EF-l-ALPHA-1 ) (ELONGATION 
FACTOR TU) (EF-TU) >gi_556301 (M22432) elongation factor Tu 
[Mus musculus] 

228984 

LIB3196-021-P1-M1-B6 . 

BLASTX 

g4204308 

217 

l.Oe-17 

39 

92 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



228985 

LIB3196 

BLASTX 

g391574 

468 

3.0e-47 

95 

94 

LEGUMIN 
(M69188 
">'gi_4 44 
[Go'ssyp 



■021-P1-M1-B8 



A PRECURSOR (BETA-GLOBULIN) , (LEGA-C94 ) >gi_167319 
) legumin A [Gossypium hirsutum] 

320_prf 1906369A legumin A:ISOTYPE=D alloallele 

ium hirsutum] 



228986 ' 

LIB3196-021-P1-M1-C1 

BLASTX 

gll9172 

349 

4.0e-33 

84 

87 

ELONGATION FACTOR 2 (EF-2) >gi_2144 94 7_pir EFHU2 

translation elongation factor eEF-2 - human 
>gi_31106__emb_CAA35829^ (X51466) elongation factor 2 [Homo 
sapiens] >gi_31108_emb_CAA77750_ (Z11692) human elongation 
factor 2 [Homo sapiens] >gi_4503483_ref_NP_001952 . l_pEEF2_ 
eukaryotic translation elongation factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228987 

LIB3196-021-P1-M1-C10 

BLASTX 

gl31770 

333 

3.0e-31 

91 

66 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

, ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA2984 4_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



32790 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228988 

LIB3i96-021-Pl-Ml-C2 

BLASTX 

g226120 

683 

3.0e-72 

130 

100 

vicilin gene B [Saguinus oedipus] 
228989 

LIB3196-021-P1-M1-C3 

BLASTX 

g3643609 

238- 

4.0e-20 

103 

56 

{AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

228990 

LIB319.6-021^P1-M1-C4 

BLASTX' 

g207384 

286 

l.Oe-25 

87 

69 

(M15202) tropomyosin T class Ila beta-1 [Rattus norvegicus] 
228991 

LIB3196-021-P1-M1-C5 

BLASTX 

g2224907 

382 

6.0e-37 

12-9 
58 

(U78294) 15S-lipoxygenase 
>gi_4557309_ref_NP_001132, 



[Homo sapiens] 
1 _pAL0X15B_ arachidonate 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



15-lipoxygenase/ second type 
228992 

LIB3196-021-P1-M1-D11 

BLASTX 

g2160166 

386 

l.Oe-37 

93 

77 

{AC000132) No definition line found [Arabidopsis thaliana] 
228993 

LIB3196-021-P1-M1-D12 

BLASTX 

g3327392 



32791 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144 - 

5.0e-09 

79 

44 

(AC004483) 
thaliana] 



reverse-transcriptase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length " 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228994 

LIB3196-021-P1-M1-D5 

BLASTX 

g2135344 

695 

l.Oe-73 
133 

50 ' 

HER3 protein precursor - human >gi_306841 (M34309) HER3 
protein precursor [Homo sapiens] 

>gi_4503597_ref_NP_001973.1_pERBB3_ v-erb-b2 avian 
erythroblastic leukemia viral oncogene homolog 

228995 

LIB3196-021-P1-M1-D6 
BLASTX 
-g3877645 
142 

8.0e-09 

68 

43 

(Z83230) cDNA EST yk355g3.5 comes from this gene 
[Caenorhabditis elegans] 

228996 

LIB3196-021-P1-M1-D8 

BLASTX 

gl706571 

373 

7.0e-36 

127 

56 

EPITHELIAL CHLORIDE CHANNEL PROTEIN (CALCIUM-ACTIVATED 
CHLORIDE CHANNEL) >gi_1184066 (U36445) calcium-activated 
chloride channel [Bos taurus] 

228997 

LIB3196-021-P1-M1-E11 

BLASTX 

g2499488 

569 

6.0e-59 

112 

91 

PYROPHOSPHATE- -FRUCTOSE 6- PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
'.(PYROPHOSPHATE- DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



32792 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228998 

LIB3196-021-P1-M1-E2 

BLASTX 

gl37578 

511 

4.0e-52 

124 

84 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI . 
BLAST score 
E value 
'Match length 
% identity 
NCBI Description 



228999 

LIB3196-021-P1-M1-E5 

BLASTX 

gl21283 

613 

5.0e-64 

.125 

90 . 

GLUCOSYLCERAMIDASE PRECURSOR (BETA-GLUCOCEREBROSIDASE) 
(ACID BETA-GLUCOSIDASE) ( D-GLUCOSYL-N-ACYLSPHINGOSINE 
GLUCOHYDROLASE) >.gi_183028 (M19285) glucocerebrosidase 
[Homo sapiens] >gi_4503935_ref_NP_00014 8 . l__pGBA_ 
glucosidase, beta; acid (includes glucosylceramidase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229000 

LIB3196-021-P1-M1-E6 

BLASTX 

gl25080 

624 

3.0e-65 

126 

98 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229001 

LIB3196-021-P1-M1-E7 

BLASTX 

g3915742 

348 

5.0e-33 
85 

80 * 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444 320_prf 1906369A legumin A:ISOTYPE-D alloallele 

[Gossypium hirsutum] 



32793 



Secj. No. 


229002 


Seq. ID 


LIB31 96-02 1-P1-M1-E8 


Method 


BLASTX 


NCBI GI 


g4098124 


BLAST score 


389 




7 Oe-38 




106 




62 


NPRT Dpsprinl" ion 


(U73522) AMSH FHomo saoiensl 


Sea No . 


229003 


Seq. ID 


LIB31 96-02 1-P1-M1-E9 


Method 


BLASTX 


NCBI GI 


g3608171 


BLAST score 


531 


E value 


2 . Oe-54 


MatT'h 1 pncrt*h 


126 


% 1 df=^n1" 1 1 V 


83 


NCBT De sprint" ion 


fD86306^ nroton — 1" rans 1 opat 1 nn 




r Pii pii rh 1 1~ a moc?phpt"fll 


Seq. No. 


229004 


Seq. ID 


LIB31 96-02 1-Pl-Ml-Fl 


Method 


BLASTX 


NCBI GI - 


g2498017 


BLAST score 


512 


E value 


4.0e-52 


Match length 


133 


% identity 


77 



NCBI Description 



HYPOXIA-INDUCIBLE FACTOR 1 ALPHA (HIF-l ALPHA) (ARNT 
INTERACTING PROTEIN) (MEMBER OF PAS PROTEIN 1) (MOPl) (HIFl 

ALPHA) >gi_2135434_pir 138972 hypoxia-inducible factor 1 

alpha - human >gi_881346 {U22431) hypoxia-inducible factor 
1 alpha [Homo sapiens] >gi_1144013 {U29165) ARNT 
interacting protein [Homo sapiens] 

>gi_1097959_prf 2114407A hypoxia-inducible factor 1 [Homo 

sapiens] >gi_4 504385_ref_NP_001521 . l_pHIFlA_ 
hypoxia-inducible factor. 1, alpha subunit (basic 
helix-loop-helix transcription faictor) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229005 

LIB3196-021-P1-M1-F10 

BLASTX 

g4415947 

267 

l.Oe-23 

99 

53 

(AC006418) putative laccase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



229006 

LIB3196-021-P1-M1- 

BLASTX 

g3421134 

398 

7.0e-39 
112 



F3 



32794 



% identity 


77 


NCBI Description 


{AF04 5666) arginine decarboxylase [Thedbronia cacao] 


Seq. No. 


229007 


Seq. ID 


LIB3196-021-Pl-Mi-F6 


Method 


BLASTX 


NCBI GI 


g2224569 y 


BLAST score 


229 


E value 


6.0e-19 


M;5"t"ph lenath 


71 


% identity 


55 


NCBI Descriotion 


(AB002312) KIAA0314 [Homo sapiens] 


Seq. No. 


229008 


Seq. ID 


LIB3196-021-P1-M1-F7 


Method 


BLASTX 


NCBI GI 


g3150035 


BLAST score 


191 


E value 


9 . Oe-15 


Match length 


61 


% identity 


64 


NCBI Description 


{U37100) aldose reductase~like peptide [Homo sapiens 


Seq. No. 


229009 


Seq. ID 


LIB3196-021-P1-M1-F8 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


303 


E value 


l.Oe-27 


Match lencrth 


125 


% identity 


57 


NCBI Descriotion 


fY12227^ hvDothetical orotein fArabidoosis thalianal 


Seq. No, 


229010 


Seq. ID 


LIB3196-021-P1-M1-F9 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


395 


E value 


l.Oe-38 


Match length 


98 


% identity 


44 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229011 

LIB3196-021-P1-M1-G1 

BLASTX 

g2499488 

550 

l.Oe-56 

109 

91 

PYROPHOSPHATE—FRUCTOSE 6-PHOSPHATE 



1-PHOSPHOTRANSFERASE 



32795. 



ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)). 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483547_emb_CAA83682_ {Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 
[Ricinus communis] 



Seq. No. 


229012 




Seq. ID 


LIB3196-021 


-Pl-Ml-Gll 


Method 


BLASTX 




NCBI GI 


g3986758 




BLAST score 


374 




E value 


5.0e-36 




Match length 


71 




% identity 


100 




NCBI Description 


(AF109905) 


CLCP [Mus ] 


Seq. No. 


229013 




Seq. ID 


LIB3196-021 


-P1-M1-G12 


Method 


BLASTX 




NCBI GI 


g3193316 




BLAST score 


573 




E value 


2.0e-59 




Match length 


125 




% identity 


85 




NCBI Description 


{AF069299).. 


contains s 



epimerases [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229014 

LIB3196-021-P1-M1-G5 

BLASTX 

g4406703 

368 

3.0e-35 

71 

97 

(AF131856) Unknown [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229015 

LTB3196-021-P1-M1-G7 

BLASTX 

g2578033 

175 

l.Oe-12 

39 

87 

(X97016) omega-6 desaturase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229016 

LIB3196-021-P1-M1-G8 

BLASTX 

g3775993 

545 

5.0e-56 

123 

86 

(AJ010460) RNA helicase [Arabidopsis thaliana] 



32796 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229017 

LIB3196-021-P1-M1-G9 

BLASTX 

gl723614 

152 

3.0e-10 

84 

45 

RIBOSOMAL LARGE SUBUNIT PSEUDOURIDINE SYNTHASE D 
(PSEUDOURIDYLATE SYNTHASE) (URACIL HYDROLYASE) 

>gi_2121009_pir S60168 hypothetical protein X - Zymomonas 

mobilis >gi_1143378_dbj_BAA09443_ (D50832) homologue of E. 
coli ClpB5' ORF [Zymomonas mobilis] 



m 



Seq. No. 


229018 


Seq. ID 


LIB3196-021-P1-M1-H11 


Mpthod 


BLASTX 


NCBI GI 


g2745974 


BLAST score 


558 


F. 1 HP 


l.Oe-57 


Match length 


131 


% identitv 


83 


NGBI Description 


(U84004) putative tumor suppressor [Homo sapiens] 


Seq. No. * 


229019 


Seq. ID** 


LIB3196-021-P1-M1-H12 


Method 


BLASTX 


NCBI GI 


g2 4-3 17 71 


BLAST score 


212 


E value 


5.0e-17 


Match length 


104 


% identity 


44 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays] 


Seq. No. 


229020 


Seq. ID 


LIB3196-021-P1-M1-H5 - 


Method 


BLASTX 


NCBI GI 


gl36452 


BLAST score 


341 


E^ value 


4.6e-32 


Match length 


105 


% identity 


62 


NCBI Description 


STEM-SPECIFIC PROTEIN TSJTl >gi 100383 pir S13551 



stem-specific protein - common tobacco 
>gi_20037_emb_CAA36525_ {X52283) stem specific, weakly 
expressed in other organs [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229021 

LIB3196-021-P1-M1-H7 

BLASTX 

gl26041 

419 

2.0e-41 

87 

99 

L-LACTATE DEHYDROGENASE H CHAIN (LDH-B) 

>gi_10704 32_pir DEHULH L-lactate dehydrogenase (EC 



32797 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.1.1.27) chain H - human >gi__34 329_emb_CAA68701_ (Y00711) 
lactate dehydrogenase B (AA 1 - 334) [Homo sapiens] 
>gi_1200083_emb_CAA32033_ (X13794) lactate dehydrogenase B 
[Homo sapi'ens] >gi_4 557032_ref_NP_002291 . l_pLDHB_ lactate 
dehydrogenase B 

229022 

LIB3196-021-P1-M1-H8 

BLASTX 

g280816 

342 

2.0e-32 

66 

98 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377_emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253 (AF049259) keratin 13 [Homo sapiens] 
>gi_4 504 91 l_r e f _N P_0 02265. l_pKRT 1 3_ ke r a t i n 

229023 

LIB3196-021-P1-M1-H9 

BLASTX 

gl707032 

143 .. . 

5.0e-09 

81 

41 

(U80445) coded for by C. elegans cDNA ykl3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded 'for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl . 3 ; coded for 
by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 

229024 

LIB3196-022-P1-M1-A1 

BLASTX 

g346219 

240 

3.0e-20 

127 

50 

keratin K4a - human (fragment) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST saore 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



229025 

LIB3196-022-P1-M1-A11 

BLASTX 

g226120 

484 

6.0e-49 

93 

100 

vicilin gene B [Saguinus oedipus] 
229026 

LIB3196-022-P1-M1-A2 

BLASTX 

g2467274 



32798 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E , value 

Match length 

% identity " 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



202 

7.0e-16 

65 - 
,63 

(Z99759) ma binding protein [Schizosaccharomyces pombe] 
229027 

LIB3196-022-P1-M1-A6 

BLASTX 

g2369714 

625 

2.0e-65 

121 

98 

(Z97178) elongation factor 2 [Beta vulgaris] 
229028 

LIB3196-022-P1-M1-A8 

BLASTX 

g4467804 

445 

3.0e-44 

117 

76 

(AL031678) TGM3 ( PROTEIN-GLUTAMINE GLUTAMYLTRANSFERASE E3 
PRECURSOR (EC 2.3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 
[Homo sapiens] 

'229029 

LIB3196-022-P1-M1-B10 

BLASTX 

gll5833 

374 

5.0e-36 
100 

74 . . 

CHLOROPHYLL A-B BINDING PROTEIN CP24 lOA PRECURSOR 

(CAB-lOA) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

229030 

LIB3196-022-P1-M1-B12 

BLASTX 

g3367523 

371 

l.Oe-35 

105 

66 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 

229031 

LIB3196-022-P1-M1-B3 

BLASTX 

g4490741 

170 



32799 



E value 
Match length 
% identity 
•NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ... 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-22 
102 

58 . 

(AL035708) hypothetical protein [Arabidopsis thaliana] 
229032 

LIB3196-022-P1-M1-B4 

BLASTX 

g4539327 

400 

3.0e-39 

111 

72 

(AL035679) putative proton pump [Arabidopsis thaliana] 
229033 

LIB3196-022-P1-M1-B7 

BLASTX 

g2352906 

342 

3.0e-32 

82 - 
83 

(AF011794) cell cycle progression restoration 8 protein 
[Homo sapiens] ' 

229034 

LIB3196-022-P1-M1-B8 

BLASTX 

g3702342 

243 

l.Oe-20 

109 

48 

{AC005397) hypothetical protein [Arabidopsis thaliana] 
229035 

LIB3196-022-P1-M1-C10 

BLASTX 

gl208427 

329 

9.0e-31 

88 

44 

(D83485) ER-60 protease [Homo sapiens] 
229036 

LIB3196-022-P1-M1-C3 

BLASTX 

gl710017 

562 

5.0e-58 

112 

97 

RAS-RELATED PROTEIN RAB-18 >gi_478319_pir JN0874 

ras-related GTP-binding protein Rabl8 - mouse >gi_388325 
(L04966) Rabl8 [Mus musculus] >gi_51504 l_emb_CAA56583_ 



32800" 



(X80333) rabl8 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5 (CYTOKERATIN 5) (K5) (CK 5) 
pir ^A29904 keratin K5, 58K 



229037 

LIB3196-022-.P1-M1-C4 
BLASTX . 
gl25105 
529 

7.0e-59 
127 
95 

KERATIN, TYPE II CYTOSKELETAL 
(58 KD CYTOKERATIN) >gi_88051 
type II, epidermal (version 1) - human >gi_307082 (M21389 
keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415. l_pKRT5_ keratin 

229038 

LIB3196-022-P1-M1-C5 

BLASTX 

g2498864 

255 

4.0e-22 
72 

33 . . 

RRP5 PROTEIN HOMOLOG (KIAA0185) >gi_11364 30_dbj_BAA11502_ 
(D80007) similar to hypothetical protein YM9959.11C of 
S . cerevisiae . [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229039 

LIB3196-022-P1-M1-C8 

BLASTX 

g3297823 

213 

4 .Oe-17 

75 

63 

(AL0310,32) putative protein [Arabidopsls* thaliana] 
229040 

LIB3196-022-P1-M1-C9 

BLASTX 

g3915742 

488 

2.0e-54 

120 

91 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229041 

LIB3196-022-P1-M1-D11 
-^BLASTX 
g225580 
519 

5.0e-53 



32801 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



121 

storage protein C72 [Saguinus oedipus] 
229042 

LIB3196-022-P1-M1-D4 

BLASTX 

gll73187 

530 

2.0e-54 

105 

95 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

229043 

LIB3196-022-P1-M1-D6 

BLASTX 

gl695719 

629 

6.0e-66 

123 ■ - 

99 

(D89342) luminal binding protein [Arabidopsis thaliana] 
229044 

LIB3196-022-P1-M1-D7 

BLASTX 

gl737218 

460 

4.0e-46 

101 ' 
76 

(U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 

229045 

LIB3196-022-P1-M1-D9 

BLASTX 

g2500380 

514 

2.0e-52 

94 

100 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir_JC4 923 ribosomal 
protein RL44 - upland cotton >gi_l553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

229046 

LIB3196-022-P1-M1-E1 

BLASTX 

g3319958 

567 



32802 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% ^identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



l.Oe-58 

112 

10 

(AJ228139) VAKTI precursor [Homo sapiens] 
229047 

LIB3196-022-P1-M1-E10 

BLASTX 

g88052 

337 

l.Oe-31 

122 

55 

keratin K5, 58K type II, epidermal (version 2) - human 
(fragment) 

229048 

LIB3196-022-P1-M1-E3 

BLASTX 

g3510264 

218 

9.0e-18 

115 

41 

(AC005310) hypothetical .protein, 5' partial [Arabidopsis 
thaliana] 

229049 

LIB3196-022-P1-M1-E6 

BLASTX 

g2982453 

512 

3.0e-52 

116 

86 

(AL022223) f ructose.-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

229050 

LIB3196-022-P1-M1-E8 

BLASTX 

gl78052 

654 

8.0e-69 
125 

(M95178) alpha-actinin [Homo sapiens], 
>gi_4501891_ref_NP_001093.1_pACTNl_ actinin, alpha 

229051 

LIB3196-022-P1-M1-F1 

BLASTX 

g3882211 

628 

9.0e-66 

127 

97 



32803 



NCBI Description 



(AB018288) KIAA0745 protein [Homo sapiens] 



Seq. No. _ . ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229052 

LIB3196-022-Pi-Ml-Fll 

BLASTX 

gl707855 

499 

l.Oe-50 

113 

79 

(Y09292) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 

229053 

LIB3196-022-P1-M1-F12 

BLASTX 

gl363944 

592 

l.Oe-61 

119 

99 

type I 
type I 
Peptide. 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16, K16 [human, epidermal keratinocytes, 
, 473 aa] [Homo sapiens] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229054 . 

LIB3196-022-P1-M1-F3 

BLASTX 

g2135234 

224 

8.0e-27 

126 

44 

gene PP2A protein - human >gi_1000888 (L42373) protein 
phosphatase 2A B56-alpha [Homo sapiens] 

>gi_1585671_prf 2201437A phospholipase 

2A: SUBUNIT=regulatory : ISOTYPE=alpha [Homo sapiens] 

229055 

LIB3196-022-P1-M1-F5 

BLASTX 

g2559012 

548 

2.0e-56 

114 

100 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229056 

LIB3196-022-P1-M1- 
BLASTX ... 
g2586125 
444 

3.0e-44 



F8 



32804 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
74 . 

^^(U89512) b-keto acyl reductase [Arabidopsis thaliana] 
229057 

LIB3196-022-P1-M1-F9 

BLASTX 

gl346349 

316 

9.0e-30 

72 

89 

KERATIN, TYPE 
(K6F KERATIN) 



II CYTOSKELETAL 
>gi_2119219_pir 



6F (CYTOKERATIN 6F) (CK 6F) 
161771 keratin type II - 



human >gi_908805 (L42612) keratin type II [Homo sapiens] 
229058 

LIB3196-022-P1-M1-G1 

BLASTX 

g3879146 

175 

l.Oe-12 

100 

43 

(293386) Similarity -to Yeast hypothetical 52.9 KD protein 
(SW:P43616); cDNA EST EMBL:M89432 comes from this gene; 
cDNA EST EMBL:D71008 comes from this gene; cDNA EST 
EMBL:D73578 comes from this gene; cDNA EST EMBL^: D.69025 
comes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229059 

LIB3196-022-P1-M1-G6 

BLASTX 

g2662343 

481 

l.Oe-48 

93 

99 

(D63581) EF-1 alpha [Oryza sativa] 
229060 

LIB3196-022-P1-M1-G7 

BLASTX 

g4249382 

329 

7.0e-31 

105 

59 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

22-9061 

LIB3196-022-P1-M1-G9 

BLASTX 

gl37578 

527 



32805 



E value 
Match length 
% identity 
NCBI Description 



5.0e-54 

121 ' 

8S 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-glohulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229062 

LIB3196-022-P1-M1-H11 
BLASTX 
^g585165 
333 

3.0e-31 

119 

62 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 

>gi_4 7134 5_emb_CAA524 42_ (X74421) glucose- 6-phosphate 

1-dehydrogenase [Solanum tuberosum] 



Seq. No. 


229063 


Seq. ID 


LIB3196-022-P1-M1-H2 


Method 


BLASTX 


NCBI GI 


g23885'75 


BLAST score 


220 


E value 


5.0e-18 


Match length 


110 


% identity 


38 


NCBI Description 


(AC000098) YUP8H12,18 [Arabidopsis thaliana] 


Seq. No- 


229064 


Seq. ID 


LIB3196-022-P1-M1-H5 


Method 


BLASTX 


NCBI GI 


g280816 


BLAST score 


413 


E value 


l.Oe-40 


Match length 


82 


% identity 


98 


NCBI Description 


keratin 13, type I, cytoskeletal, short form 




>gi 30377 emb CAA36673 (X52426) cytokeratin 




sapiens] >gi 3603253 (AF049259) keratin 13 [1 




>gi_4504 911_ref_NP_002265. l_pKRT13_ keratin 


Seq. No. 


229065 


Seq. ID 


LIB3196-022-P1-M1-H7 


Method 


BLASTX 


NCBI GI 


gl24427 


BLAST score 


605 


E value 


4.0e-63 


Match length 


116 


% identity 


100 



human 



NCBI Description 



INOSINE-5 • -MONOPHOSPHATE DEHYDROGENASE 
2) (IMPDH-II) (IMPD 2) >gi_110569_pir_ 



2 (IMP DEHYDROGENASE 
JT0565 IMP 



32806 



dehydrogenase (EC 1.1.1.205) - mouse >gi_309413 (M33934) 
IMP dehydrogenase (EC 1.2.1.14) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229066 

LIB3196-023-P1-M1-A4 

BLASTX 

g2119228 

196 

3.0e-15 

67 

61 

keratin K4a - human (fragment) >gi_313159_emb_CAA47 914 
(X67683) keratin K4a [Homo sapiens] 

229067 

LIB3196-023-P1-M1-A6 

BLASTX 

gl223922 

441 

6.0e-44 

100 

76 

(U49445) Vigna radiata vicilin peptidohydrolase [Vigna 
radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value-' 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229068 

LIB3196-023-P1-M1-B3 

BLASTX 

g54909b 

392 

4.0e-38 

76 

95 

LYMPHOTOXIN-BETA RECEPTOR PRECURSOR (TUMOR NECROSIS FACTOR 
RECEPTOR 2 RELATED PROTEIN) (TUMOR NECROSIS FACTOR C 

RECEPTOR) >gi_2136332_pir 154182 tumor necrosis factor 

receptor 2-related^-protein - human >gi_339762 (L04270) 
tumor necrosis factor receptor 2 related protein [Homo 
sapiens] >gi_4505039_ref_NP__002333 . l_pLTBR_ lymphotoxin B 
receptor 

229069 

LIB3196-023-P1-M1-B5 

BLASTX 

g3478700 

322 

4.0e-30 

96 

62 

(AF034387) AFT protein [Arabidopsis thaliana] 
229070 

LIB3196-023-P1-M1-C1 

BLASTX 

gl25080 ' 

599 

2.0e-62 



32807 ^. 



Match length 

% identity 

NCBI Description 



124 
98 

KERATIN,.: TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2*14 4816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. 


229071 


Seq. ID 


LIB3196-023 


Method 


BLASTX 


NCBI GI 


gl67311 


BLAST score 


465 


E value 


9.0e-47 


Match length 


103 


% identity 


84 


NCBI Description 


(M83301) 2S 


Seq. No. 


229072 


Seq. ID 


LIB3196-023 


Method 


BLASTX 


NCBI GI 


a729985 


BLAST score 


261 


E value 


7 . Oe-23 


Match length 


106 


% identity 


50 


NCBI Description 


PROCESSING . 




>gi 474278 




>gi 3335696 




musculus ] 


Seq. No. 


229073 


Seq. ID 


LIB3196-023 


Method 


BLASTX 


NCBI GI 


g266691 


BLAST score 


368 


E value 


3.0e-35 


Match length 


113 


% identity 


70 


NCBI Description 


OLEOSIN 16.' 




[Gossypium ] 


Seq. No. 


229074 


Seq. ID 


LIB3196-023- 


Method 


BLASTX 


NCBI GI 


g2498323 


BLAST score 


590 


E value 


2.0e-61 


Match length 


107 


% identity 


62 



16.4 kDa oleosin 



NCBI Description 



EXTRACELLULAR MATRIX PROTEIN 1 PRECURSOR {SECRETORY 
COMPONENT P85) >gi_1488324 (U65932) extracellular matrix 
protein 1 [Homo sapiens] >gi_1488332 (U65938) extracellular 
matrix protein 1 [Homo*. sapiens] >gi -2654433 {U68186) 
extracellular matrix protein 1 [Homo sapiens] 



Seq. No. 



229075 



32808 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-023-P1-M1-C7 

BLASTX 

gl619602 

391 

5.0e-38 
122 

•63 

(Y08726) MtN3 [Medicago truncatula] 



229076 

LIB3196-023-P1-M1-C8 

BLASTX 

gl654244 

564 

2.0e-58 

114 

96 

(U55339) Gossypium barbadense 
barbadense] 



NADH dehydrogenase [Gossypium 



229077 

LIB3196-023-P1-M1-D1 

BLASTX 

g54 9063 

4 08 . ' 

5.0e-40 

92 

84 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835__dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

229078 

LIB3196-023-P1-M1-D10 
BLASTX ; 
g4176,446 
599 

2.0e-62 

125 

97 

(AL022238) dJ1042K10 . 2 . 1 (novel protein with probable 
rabGAP domains and Src homology domain 3) (isoform 1) [Homo 
sapiens] 

229079 

LIB3196-023-P1-M1-D3 

BLASTX 

g3176668 

544 

6.0e-56 

117 

89 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974/ gb_T75677' and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 



32809 



Seq. No. 


229080 


Seq. ID 


LIB3196-023-P1-M1-D5 


Method 


BLASTX 


NCBI GI 


gl363944 


BLAST score 


653 


E value 


l.Oe-68 


Match length 


. 131 


% identity 


99 


NCBI Description 


type I keratin 16 - human >gi_1195531_bbs_172338 (S79867) 




type I keratin 16, K16 [human, epidermal keratinocytes, 




Peptide, 473 aa] [Homo sapiens] 


Seq. No. 


229081 


Seq. ID 


LIB3196-023-Pl-Ml^D8 


Method 


BLASTX 


NCBI GI 


g4006893 


BLAST score 


148 


E value 


l.Oe-09 


Match length 


55 


% identity 


85 


NCBI Description 


{Z99708) aminopeptidase-like protein [Arabidopsis thaliana 


Seq. No. 


229082 


Seq. ID 


LIB3196-023-P1-M1-E1 


Method 


BLASTX 


NCBI GI 


g3915742 


BLAST score 


559 


E value 


l.Oe-57 


Match length 


118 


% identity 


91 


NCBI Description 


LEGUMIN A PRECURSOR (BETA-GLOBULIN) {LEGA-C94) >gi_167319 




(M69188) legumin A [Gossypium hirsutum] 




>gi_444320 prf 1906369A legumin A:ISOTYPE=D alloallele 




[Gossypium hirsutum] 


Seq. No. 


229083 


Seq. ID 


LIB3196-023-P1-M1-E12 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


552 


E value 


7.0e-57 ■ 


Match length 


126 


% identity 


77 


NCBI Description 


(U78526) endo-1 , 4-beta-glucanase [Lycopersicon esculentum] 


Seq. No. 


229084 


Seq. ID 


LIB3196-023-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


gll5492 


BLAST score 


505 


E value 


2.0e-51 


Match length 


98 


% identity 


50 


NCBI Description 


.CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 




calmodulin-related protein [Petunia hybrida] 



Seq. No. 



229085 



32810 



5 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * , 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBL GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI, GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. -No. . 
Seq. ID 
Method 
NCBI GI 



LIB3196-023-P1-M1-E3 

BLASTX 

g3901014 

235 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

229086 

LIB3196-023-P1-M1-E4 

BLASTX 

g266344 

640 

4.0e-67 

132 

95 

LEUKOCYTE ELASTASE INHIBITOR (LEI) (MONOCYTE/NEUTROPHIL 

ELASTASE INHIBITOR) (EI) >gi_284073_pir S27383 elastase 

inhibitor - human >gi_2997692 {AF053630) 
monocyte/neutrophil elastase inhibitor [Homo sapiens] 

229087 

LIB3196-023-P1-M1-E6 

BLASTX 

g2098581 

285 

l.Oe-25 

79 

70 

(U53830) interferon regulatory factor 7A [Homo sapiens] 
229088 

LIB3196-023-P1-M1-F11 

BLASTX 

g4240261 

157 \ 

l.Oe-10 

30 

100 

(AB020693) KIAA0886 protein [Homo sapiens] 
229089 

LIB3196-023-P1-M1-F12 

BLASTX ' 

g35053 

590 

3.0e-61 

115 

97 

{X53778L.. uracil DNA glycosylase [Homo sapiens] 
229090 

LIB3196-023-P1-M1-F3 

BLASTX 

g88044 



32811 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



623 

3.0e-65 

130 

96 

keratin 4, type II, cytoskeletal - human (fragment) 
>gi_34 073_emb_CAA30534_ {X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Sea No. 


229091 


Seq. ID 


LIB3196-023-P1-M1-F4 


Method 


BLASTX 


NCBI GI 


al350548 


BLAST score 


241 


E value 


2.0e-20 


Match length. 


71 


% identity 


59 


NCBI Description 


{L47609) heat shock-like protein [Picea glauca] 


Seq. No. 


229092 


Seq. ID 


LIB3196-023-P1-M1-F7 


Method 


BLASTX 


NCBI GI 


g547752 


BLAST score 


150 


E value 


l.Oe-09 


Match length 


30 


% identity 


■97 


NCBI Description 


KERATIN, TYPE II CYTOSKELETAL 2 ORAL (CYTOKERATIN 



(K2P,) 



(CK 2P) >gi_2119218_pir 153169 cytokeratin 2 - human 

>gi_181390 (M99063) cytokeratin 2 [Homo sapiens] 



Seq. No. ' 


229093 


Seq. ID 


LIB3196-023-P1-M1-F9 


Method 


.BLASTX 


NCBI GI 


g2462077 


BLAST score 


157 


E value 


l.Oe-10 


Match length 


41 


% identity 


66 


NCBI Description 


(Y11871) Oxal protein [Arabidopsis thaliana] 


Seq. No. 


229094 


Seq. ID 


LIB3196-023-P1-M1-G1 


Method 


BLASTX 


NCBI GI 


g2146926 


BLAST score 


161 


E value 


l.Oe-23 


Match length 


82 


% identity 


68 


NCBI Description 


[phosphorylase] phosphatase (EC 3.1.3.17) 55K 



African clawed frog (fragment) >gi_963087_emb_CAA56714 
(X80697) phosphorylase phosphatase [Xenopus laevis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229095 

LIB3196-023-P1-M1-G10 

BLASTX 

gl346347 

594 



32812 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-62 

122 

98 

KERATIN, TYPE II CYTOSKELETAL 6D (CYTOKERATIN 6D) (CK 6D) 
(K6D KERATIN) >gi_2119225_pir_I61769 keratin type II - 
human (fragment) >gi_914833 (L42610) keratin type II [Homo 
sapiens] 

229096 

LIB3196-023-P1-M1-G11 

BLASTX 

g3790610 

501 

7.0e-51 

98 

89 

(AF093673) layilin [Cricetulus griseus] 
229097 

LIB3196-023-P1-M1-G2 

BLASTX 

g66179 

361 

2.0e-34 

93 - • ■' 

11 

NADH dehydrogenase (ubiquinone) (EC 1.6.5. 
common tobacco chloroplast >gi_225255_prf_ 



3) chain 4 - 
1211235CP NADH 



dehydrogenase 4-like ORE 509B [Nicotiana tabacum] 



Seq. No. 


229098 


Seq. ID 


LIB3196-023-P1-M1-G4 


Method 


BLASTX 


NCBI GI 


gl89049 


BLAST score 


661 


E value 


l.Oe-69 


Match length 


133 


% identity 


92 


NCBI Description 


(L04 4 90) NADH dehydrogenase 


Seq. No. 


229099 


Seq. ID 


LIB3196-023-P1-M1-G5 


Method 


BLASTX 


NCBI GI 


g908917 


BLAST score 


577 


E value 


9.0e-60 


Match length 


119 


% identity 


98 


NCBI Description 


(L24544) DNA helicase [Homo 


Seq. No. 


229100 


Seq. ID 


LIB3196-023-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g2833388 


BLAST score 


496 


E value 


3.0e-50 


Match length 


123 



32813 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660__pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_emb_CAA52273_ (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

229101 

LIB3196-023-P1-M1-G7 

BLASTX 

g485514 

397 

9.0e-39 

82 

90 

ADRll-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine max] 

229102 

LIB3196-023-P1-M1-G9 

BLASTX 

g2144118 

191 

l.Oe-15 
100 
4 4 

alpha-macroglobulin - guinea pig >gi_1304084_dbj_BAA12316_ 
(D84338) alpha-macroglobulin [Cavia porcellusl 



Seq. No. 


229103 


Seq. ID 


LIB3196-023-P1-M1-H1 


Method 


BLASTX 


NCBI GI • 


g2950478 


BLAST score 


180 


E value 


2.0e-15 


Match length 


98 ■ 


% identity 


48 


NCBI Description 


{AL022070) hypothetical protein [Schizosaccharomyces 


Seq. No. 


229104 


Seq. ID 


LIB3196-023-P1-M1-H11 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


449 


E value 


6.0e-45 


Match length 


110 


% identity 


84 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 



Seq. No. 
Seq. ID 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 {M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229105 

.LIB3196-023-P1-M1-H2 



32814 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g4 2 63 64 6 

198 ^ . „ . 

l.Oe-15 

97 

43 

(AC006136) putative TAl-like reverse transcriptase 
[Arabidopsis thaliana] 

229106 

LIB3196-023-P1-M1-H8 

BLASTX 

gl26156 

400 

4.0e-39 

103 

77 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 13064 12C storage 

protein C134 [Saguinus oedipus] 

229107 

LIB3196-024-P1-M1-A1 

BLASTX 

gll71978 

457 

9.0e-46 

124 

23 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2 911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 



Seq. No. 


229108 


Seq. ID ~- 


LIB3196-024-P1-M1-A12 


Method 


BLASTX 


NCBI GI 


g950111 


BLAST score 


460 


E value 


4.0e-46 


Match length 


116 


% identity 


78 


NCBI Description 


(U22230) ribosomal protein S17 [Felis catus] 


Seq. No. 


229109 


Seq. ID 


LIB3196-024-P1-M1-A3 


Method 


BLASTX 


NCBI GI 


g4510339 


BLAST score 


272 


E value 


3.0e-24 - . 


Match length 


58 


% identity 


83 


NCBI Description 


(AC006921) putative ABC transporter protein 




thaliana] 



32815 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229110 

LIB3196-024-Pi-Ml-A4 

BLASTX ' 

gl25077 

646 

6.0e-68 

132 

98 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) {CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb__CAA32786_ (X14640) keratin 
13 [Homo sapiens] 



229111 

LIB31 96-024 -P1-M1-A6 

BLASTX 

g4455367 

392 

4.0e-38 

126 

62 

{AL035524) putative protein 



[Arabidopsis thaliana] 



229112 

LIB31 96-024 -Pl-Ml-Bl 

BLASTX 

g3068713 

24 0 

.2.0e-20 
78 
71 

(AF04 9236) unknown [Arabidopsis thaliana] 
229113 

LIB3196-024-P1-M1-B10 

BLASTX 

g3935151 

438 

l.Oe-43 

101 

74 

{AC005106) T25N20.15 [Arabidopsis thaliana] 



229114 

LIB3196-024-P1-M1-B2 

BLASTX 

g3182976 

510 

6.0e-52 

117 

82 

C-TERMINAL BINDING PROTEIN 
C-terminal binding protein 
>gi_45574 99_ref_NP_001320.1 
protein 



2 >gi_2909777 {AF016507) 
2 [Homo sapiens] 
pCTBP2_ C-terminal binding 



32816 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229115 

LIB3196-024-P1-M1-B3 

BLASTX 

g3915742 

455 ■ 

l.Oe-45 

95 

92 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

229116 

LIB3196-024-P1-M1-B4 

BLASTX 

g2208944 

350 

3.0e-33 

118 

58 

(yill20) nodulin-35 homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229117 

LIB3i96-024-Pl-Ml-B6 
•BLASTX 
gll73256 
419 

2.0e-41 

81 

99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi__4 88739_emb_CAA55882_ 
{X79300) ribosomal protein, small subunit 4e {RS4e) 
[Gossypium hirsutum] 

229118 

LIB3196-024-P1-M1-B9 

BLASTX 

g2497442 

272 

5.0e-24 

51 

96 

INTERFERON REGULATORY FACTOR 3 (IRF-3) 

>gi_1107 68 9_emb_CAA91227_ (Z56281) interferon re.gulatory 
factor 3 [Homo sapiens] >gi_4504725_ref_NP_001562 . l_pIRF3_ 
interferon regulatory factor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229119 

LIB3196-024-P1-M1-C1 

BLASTX 

g4490741 

178 

5.0e-13 

94 

39 



32817 



NCBI Description (AL035708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229120 

LIB31 96-024 -P1-M1-C12 

BLASTX 

g4406780 

516 

l.Oe-52 

122 

82 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229121 

LIB3196-024-P1-M1-C2 

BLASTX 

gl362047 

219 

8.0e-18 

52 

77 

cysteine proteinase (EC 3.4.22 
>gi_4 7 9 0 6 0_emb_C AA8 3 6 7 3 
[Glycine max] >gi_1096153_prf 
[Glycine max] 



precursor - soybean 
(Z32795) cysteine proteinase 
2111244A Cys protease 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229122 

LIB31 96-024 -P1-M1-C3 

BLASTX 

g2618686 

183 

l.Oe-13 

88 

53 

{AC002510) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq'. ID 

Method _ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229123 

LIB3196-024-P1-M1-C4 

BLASTX 

g2146797 

518 

7.0e-53 

128 

59 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 {U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229124 

LIB3196-024-P1-M1-C5 

BLASTX 

gl552169 

198 

2.0e-15 

103 

43 



32818 



NCBI Description 



(D42138) PIG-B [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

-BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229125 

LIB3196-024-P1-M1-C6 

BLASTX 

gl37580 

554 

4.0e-57 

107 

100 

VICILIN PRECURSOR {ALPHA-GLOBULIN B) (CLONE C72) , 

>gi_7228 6_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

229126 ' 

LIB3196-024-P1-M1-C9 

BLASTX 

gl25077 

620 

7.0e-65 

129 

96 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi__71526_pir KRHU3 keratin 13, type I, cytoskeletal , 

long form - human >gi_34033_emb_CAA32786_ (X14640) keratin 
13 [Homo sapiens] 

229127 

LIB3196-024-P1-M1-D1 

BLASTX 

g4056502 

415 

8.0e-41 
89 

89 . . . 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 

229128 

LIB3196-024-P1-M1-D11 

BLASTX 

g2135074 

141 

5.0e-09 

31 

87 

epidermal growth factor receptor-related protein - human 
(fragment) >gi_178252 (M99624) epidermal growth factor 
receptor-related protein [Homo sapiens] 



Seq. No. 
Seq." ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



229129 

LIB3196-024-P1-M1-D2 

BLASTX 

g82426 

525 

8.0e-54 
110 



32819 



% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



43 

ubiquitin precursor - barley (fra,gment) 

>gi_7557 63_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171. aa) [Hordeum vulgare] 

229130 

LIB3196-024-P1-M1-D4 

BLASTX 

g4091879 

157 

l.Oe-10 

53 

64 

(AF061812) keratin 16 [Homo sapiens] ^. 
>gi_4321795_gb_AAD15829_ (AF061809) keratin 16 [Homo 
sapiens] 

229131 

LIB3196-024-P1-M1-D6 

BLASTX 

gl397319 

195 

5.0e-15 

90 - 

44 - ' 

{U61953) No definition line found [Caenorhabditis elegans] 

229132 

LIB3196-024-P1-M1-D8 

BLASTX 

gl053047 

487 

2.0e-49 

100 

97 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

229133 

LIB3196-024-P1-M1-D9 

BLASTX 

g4539408 

186 

5,0e-14 

44 

82 

{AL049524) putative alpha NAC [Arabidopsis thaliana] 
229134 

LIB3196-024-P1-M1-E1 

BLASTX 

g72287 

663 . 

6.0e-70 

124 

100 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Se.q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) legumin precursor [Gossypiuin 
hirsutum] 

229135 

LIB3196-024-P1-M1-E11 

BLASTX 

g207905 

277 

l.Oe-24 

83 

64 

(M18027) alpha globulin 



B [Artificial gene] 



229136 

LIB3196-024-P1-M1-E12 

BLASTX 

gll3271 

305 

2.0e-53 

131 

85 

ACTIN,. CYTOPLASMIC 1 (BETA ACTIN) >gi_85691_pir S01077 

actin beta, cytoskeletal - Kenyan clawed frog 

>gi_I334 642_emb_CAA30390_ {X07507) actin [Xenopus borealis] 

229137 

LIB31 96-024 -P1-M1-E2 

BLASTX 

g72287 

566 

2.0e-58 

126 

90 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) leguxnin precursor [Gossypium 
hirsutum] 

229138 

LIB3196-024-P1-M1-E5 

BLASTX 

gl479983 

557 

2.0e-57 

121 

84 

(L784 65) alpha-N-acetylglucosaminidase [Homo sapiens] 
229139 

LIB31 96-024 -Pl-Ml-Fl 

BLASTX 

gl710401 

599 

2.0e-62 

123 

89 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
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Seq. No. ^» 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044 912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 

229140 

LIB3196-024-P1-M1-F10 

BLASTX 

g2293575 

694 

2.0e-73 

131 

100 

(AF013213) elongation factor 1 alpha [Bos taurus] 
229141 

LIB3196-024-P1-M1-F11 

BLASTX 

g586000 

476 

6.0e-48 

90 

100 

SM22-ALPHA HOMOLOG (HA17.56) (KIAA012.0) 

>gi_434763_dbj_BAA04802_ (D21261) similar to human 22kDa, ' 

SM22 rtiRNA (HUM22SM) . [Homo -sapiens] 

>gi_4 507357_ref_NP_003555. l_pTAGLN2_ transgelin 

229142 

LIB3196-024-P1-M1-F2 

BLASTX 

g629693 

155 

4.0e-ll 

72 

53 

probabjLe integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ {X80830) integrase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229143 

LIB3196-024-P1-M1-F3 

BLASTX 

gl79212 

523 

l.Oe-53 

104 

99 

(J03007) Na-i- K+ ATPase alpha subunit [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229144 

LIB3196-024-P1-M1-F4 

BLASTX 

g88044 

566 

l.Oe-58 

120 

97 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ■ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID ^ ■ 
Method 
NCBI GI 
BLAST score 



keratin 4, type II, cytoskeletal - human (fragment) 
>gi_34073_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 

229145 

LIB3196-024-P1-M1-F6 

BLASTX 

gl082798 

258 

2.0e-22 
126 

45 ■ 

spliceosome-associated protein SAP 61 - human >gi_508723 
(U08815) SAP 61 [Homo sapiens] 

229146 

LIB3196-024-P1-M1-G12 

BLASTX 

gll70567 

573 

2.0e-59 

121 

90 

MYO-INOSITOL-l-PHOSPHATE SYNTHASE (IPS) 

^>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOl [Citrus x paradisi] 

229147 

LIB3196-024-P1-M1-G2 

BLASTX 

g231723 

478 

3.Ge-48 

90 

100 

CD9 ANTIGEN (27 KD DIPHTHERIA TOXIN RECEPTOR-ASSOCIATED 

PROTEIN) (DRAP27) >gi_104 994_pir; ^A42929 CD9 antigen - 

green monkey >gi_218566_dbj_BAA01569_ (D10726) diphtheria 
toxin receptor associated protein [Chlorocebus aethiops] 

229148 

LIB31 96-024 -P1-M1-G5 

BLASTX 

gl351173 

587 

6.0e-61 

118 

97 

SERYL-TRNA SYNTHETASE (SERINE— TRNA LIGASE) (SERRS) 
>gi_1050527_emb_CAA62635_ (X91257) seryl-tRNA synthetase 
[Homo sapiens] 

229149 

LIB3196-024-P1-M1-G6 . 

BLASTX 

g2117159 

146 
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E value 
Match length 
% identity 
-NCBI Description 



3.0e-09 
98 

28 • 
(.Y13247) FB19 protein [Homo sapiens] 

>gi_4 506009_ref_NP_002705. l_pPPPlR10_ protein phosphatase 
1, regulatory subunit 



OctJ • iNVj . 


^ ^ ^ X <J w 




Xixo-jx^v \j £. ^ c^x Ljx nx 


Mot" H 




LV \^ O X yJ J~ 


al350680 


RTiAST score 


454 


E value 


2.0e-45 


Match length 


123 




74 








229151 




XjXOOX^U \J £.*± 1.1. LTIX 






NPRT PT 


^ «j o u o J V 


RT ZIQT c^or*o 


ODD 


E value 


5 . Oe-69 


Match length 


130 : ■ ' 


% identity 


100 


NCBI Description 


(M19723) keratin K5 [Homo 


Seq. No. 


229152 


Seq. ID 


LIB3196-024-P1-M1-H8 


Method 


BLASTX 


NCBI GI 


gll8607 


BLAST score 


461 


E value 


3.0e-46 


Match length 


98 


% identity 


94 


NCBI Description 


NAD(P)H DEHYDROGENASE (QU: 



NE) 1 {QUINONE REDUCTASE) 
(DT-DIAPHORASE) (AZOREDUCTASE) ( PHYLLOQUINONE REDUCTASE) 

(MENADIONE REDUCTASE) >gi_88226_pir ^A30879 NAD CP) H 

dehydrogenase (quinone) (EC 1.6.99.2) 1 - human >gi_18924 6 
(J03934) NAD (P) Hrmenadione oxidoreductase [Homo sapiens] 
>gi_189292 (M81600) NAD ( P) H : quinone oxireductase [Homo 
sapiens] >gi_4505415_ref_NP_0008 94 . l_pNMORl_ NAD(P)H 
menadione oxidoreductase 1, dioxin-inducible 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229153 

LIB3196-024-P1-M1-H9 

BLASTX 

g4128133 

195 

5.0e-15 

81 

44 

(AJ006068) dTDP-D-glucose 4, 



6-dehydratase [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



229154 

LIB3196-025-P1-M1-A3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

MatcH length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2813965 
423 

7.0e-42 

85 

96 

(Z97053) adenosine deaminase 



(ADA) [Homo sapiens] 



229155 

LIB3196-025-P1-M1-A4 

BLASTX 

g440945 

419 

2.0e-41 

92 

86 

(S66773) adenosine deaminase, ADA {exon 10, exon 11} 
[human, ADA deficient patient AlNe, peripheral blood T 
cells, Peptide PartialMutant, 143 aa] [Homo sapiens] 

229156 

LIB3196-025-P1-M1-A5 

BLASTX 

g2459421 

434 

5.ae-4 3 
116 

68 - 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

229157 

LIB3196-025-P1-M1-A6 

BLASTX 

g72287 

582 

2.0e-60 

126 ' ^ . 

88 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 

229158 

LIB3196-025-P1-M1-A8 

BLASTX 

g633890 

434 

4.0e-43 

115 

74 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgare] 

229159 

LIB3196-025-P1-M1-B3 

BLASTX 

g2578033 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description' 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E "value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



429 

2.0e-42 
83 . 

96 - ' 

(X97016) omega-6 desaturase [Gossypium hirsutum] 
229160 

LIB3196-025-P1-M1-B9 

BLASTX 

gl20669 

435 

4.0e-43 
87 

92 ^ ' i 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

229161 

LIB3196-025-P1-M1-C5 

BLASTX 

g478021 

402 

3.0e-39 

76 

99 

tiomor surface antigen OA3-305 - human 

>gi_396705_emb_CAA80977_ (Z25521) integrin associated 
protein [Homo sapiens] 

229162 

LIB3196-025-P1-M1-C8 

BLASTX 

gl531539 ' 

339 

7.0e-32 
89 

66 . 

(D79989) KIAA0167 protein [Homo sapiens] 
229163 

LIB3196-025-P1-M1-D1 

BLASTX 

g4091879 

183 

7.0e-14 

42 

93 

(AF061812) keratin 16 [Homo sapiens] 

>gi_4321795_gb_AAD15829_ {AF061809) keratin 16 [Homo 
sapiens] 

229164 

LIB3196-025-P1-M1-E3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity • 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g3413167 
161 

4.0e-ll 

34 • 
94 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 
229165 

LIB3196-025-P1-M1-E6 

BLASTX 

g3152583 

315 

5.0e-29 

122 

55 

(AC002986) Contains similarity to inhibitor of apoptosis 
protein gb_U45881 from D. melanogaster . [Arabidopsis 
thaliana] 

229166 

LIB3196-025-P1-M1-E8 

BLASTX 

g3821055 

583 • ■ 

2,0e-60 

127 

87 

(AJ223603) hypothetical protein [Homo sapiens] 
229167 

LIB3196-025-P1-M1-E9 

BLASTX 

gl37578 

394 

2.0e-38 

109 

68 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 
>gi 81545 pir . S06398 alpha-globulin type A precursor - 
upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 

229168 

LIB3196-025-P1-M1-F3 

BLASTX 

g3122659 

460 

4.0e-46 

106 

75 

PEROXIREDOXIN (REHYDRIN HOMOLOG) >gi_1926269_emb_CAA72804_ 
(Y12'089) peroxiredoxin [Arabidopsis thaliana] 

229169 

LIB3196-025-P1-M1-F4 
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: 

nr. 



Method 

NCBI GI 

BLAST score 

E -valife 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4097583 

188 

3.0e-14 

54 

72 

{U64924) 



NTGP3 [Nicotiana tabacum] 



Seq. No, 



229170 

LIB3196-025-Pr-Ml-F9 

BLASTX 

gll3271 

478 

4.0e-49 

104 

100 

ACTIN, CYTOPLASMIC 1 (BETA ACTIN) >gi_85691_pir S01077 

actin beta, cytoskeletal - Kenyan clawed frog 

>gi_1334 642_emb_CAA30390_ (XQ7507) actin [Xenopus borealis] 

229171 

LIB3196-025-P1-M1-G1 

BLASTX 

g4455235 

255 

4.0e-22 

68 

75 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61> GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 

229172 

LIB3196-025-P1-M1-G3 

BLASTX 

gl480220 

503 

4.0e-51 

118 

78 

(D31816) HLA-B4007 [Homo sapiens] 
229173 

LIB3196-025-P1-M1-G8 

BLASTX 

g730565 

692 

3.0e-73 

130 

100 

60S RIBOSOMAL PROTEIN L3 >gi_423069_pir S34195 ribosomal 

protein L3 - human >gi_313659_emb_CAA51839_ (X73460) 
ribosomal protein L3 [Homo sapiens] 

>gi_3850177_emb_CAA18450_ (AL022326) dJ333H23.1.1 {60S 
Ribosomal P.rotein L3) [Homo /sapiens] 

>gi_4506649_ref_NP_000958.1_pRPL3_ ribosomal protein L3 
229174 k. 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-025-P1-M1-G9 

BLASTX 

gl35655 

524 

8.0e-54 

105 

99 

TRANSCRIPTION FACTOR E2-ALPHA (IMMUNOGLOBULIN ENHANCER 
BINDING FACTOR E12) (TRANSCRIPTION FACTOR-3) (TCF-3) 

(TRANSCRIPTION FACTOR ITF-1) >gi_105865_pir A34734 

transcription factor 3 - human >gi_339478 (M31523) 
transcription factor E2A [Homo sapiens] 



Seq. No. 

Seg. _ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229175 
LIB319 
BLASTX 
g26694 
502 

5.0e-5 

116 

86 

60S RI 
>gi_10 
>gi_20 
>gi_12 
[Pisum 



6-025-Pl-Ml-Hl 

5 

1 



BOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

0065_pir S19978 ribosomal protein L9 - garden pea 

727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
7 964 5_emb_CAA65987_ (X97322) ribosomal protein L9 
sativiom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229176 

LIB3196-025-P1-M1-H2 

BLASTX 

gl944193 

4 96 

3.0e-50 

127 

75 

{AB002810)" nodulin 35 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229177 

LIB3196-025-P1-M1-H3 

BLASTX 

g3182898 

421 

l.Oe-41 

99 

85 

ACTIN 2 >gi_2653414_emb_CAA74016_ 
[Saccoglossus kowalevskii] 



(Y13665). actin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 



229178 

LIB3196-025-P1-M1-H5 
BLASTX 
gl703129 
,568 

l.Oe-58 

105 

99 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 



32829 



thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229179 

LIB3196-025-P1-M1-H8 

BLASTX 

gl20222 

470 

2.0e-47 

88 

100 

FK506-BINDING PROTEIN (FKBP-12) ( PEPTIDYL-PROLYL CIS-TRANS 
ISOMERASE) (PPIASE) (ROTAMASE) ( IMMUNOPHILIN FKBP12) 

>gi_107276_pir A35780 peptidylprolyl isomerase (EC 

5.2.1.8) FKBPl - human >gi_539777_pir A42657 FK506-binding 

protein - rabbit >gi_165023 (M89928) binding protein 
[Oryctolagus cuniculus] >gi_182628 (M34539) FK506-binding 
protein (FKBP) [Homo sapiens] >gi_182633 (M80199) FKBP-12 
protein [Homo sapiens] >gi_182649 (M93060) FK506-binding 
protein 12 [Homo sapiens] >gi_288196_emb_CAA39272_ (X55741) 
FKBP [Homo sapiens] >gi_665650_emb_CAA364 62_ (X52220) 
FK-506 binding protein [Homo sapiens] 

>gi_227077_prf 1613455A FK506 binding protein FKBP [Homo 

sapiens] >gi_4 50372 5_ref_NP_0007 92 . l_pFKBPlA_ FK506-binding 
protein 1 (r2kD) 

229180 

LIB3196-025-P1-M1-H9 

BLASTX 

g2497538 

517 

7.0e-53 

107 

93 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
pyruvate kinase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 
Seq. ID 
Method 
NCBI GI 



229181 

LIB3196-027-P1-M1-A11 

BLASTX 

g549732 

215 

2.0e-17 

67 

55 

HYPOTHETICAL 16.2 KD PROTEIN IN PIR3-APE2 INTERGENIC REGION 

>gij481110_pir S37791 hypothetical protein YKL160w - yeast 

( Saccharomyces cerevisiae ) >gi_4 07 4 8 8_emb_CAA8 1 4 94_ 
(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_48 627 9_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_1582545_prf 2118404F ORF 

[Saccharomyces cerevisiae] 

229182 . 

LIB3196-027-P1-M1-A12 

BLASTX 

g49868 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E valiie 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



572 

3.0e-59 

109 

100 

(X03765) put. beta-actin (aa 27-375) [Mus musculus] 
>gi_387083 (M12481) cytoplasmic beta-actin [Mus musculus] 

229183 

LIB3196-027-P1-M1-A4 

BLASTX 

g547299 

550 

l.Oe-56 

99 

100 

beta 2-microglobulin, beta 2-M [Papio hamadryas=baboons, 
26CB-1, Peptide, 99 aa] 

229184 

LIB3196-027-P1-M1-A9 

BLASTX 

g2253411 

258 

2.0e-22 

89 . . 

46 

(AF007219) PP2A inhibitor 



[Tetraodon fluviatilis] 



229185 

LIB3196-027-P1-M1-B11 

BLASTX 

g3334756 

442 

2.0e-50 

105 

87 

(yi6672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

229186 

LIB3196-027-P1-M1-B4 

BLASTX 

g4558462 

174 

4.0e-26 

111 

57 

(AF079404 ) . cell cycle switch protein [Medicago sativa 
subsp. X varia] 

229187 

LIB3196-027-P1-M1-B7 

BLASTX 

gll73218 

337 

9.0e-32 
64 



32831 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 



100 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

229188 

LIB3196-027-P1-M1-B9 

BLASTX 

gl743388 

146 

3.0e-09 

60 
55 

{Y09874) pSbaNSS protein [Sorghum bicolor] . 
229189 

LIB3i96-027-Pl-Ml-C10 

BLASTX 

g2117356 

624 

2.0e-65 

123 

96 

core I protein 
core I protein 



- human >gi_4 68 935_dbj_BAA054 95_ (D26485) 
[Homo sapiens] 



229190 

LIB3196-027-P1-M1-C11 

BLASTX 

g2828280 

584 

l.Oe-60 

113 

95 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA167 62_ (AL021711) putative protein 
[Arabidopsis thaliana] 

229191 

LIB3196-027-P1-M1-C12 

BLASTX 

g2583108 

349 

4.0e-33 

106 

70 

(AC002387) putative surface protein [Arabidopsis thaliana] 
229192 

LIB3196-027-P1-M1-C2 

BLASTX 

gl346180 

313 

-.7.0e-29 
79 
73 

GLYCINE-RICH RNA-BINDING PROTEIN GRPIA >gi_496233 {L31374) 



32832 



homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match^ length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq-. I'D 

Method, 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
^Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



229193 

LIB3196-027-P1-M1-C4 

BLASTX 

g3687234 

252 

l.Oe-28 

118 

54 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

229194 

LIB3196-027-P1-M1-C6 

BLASTX 

g2280476 

646 

6.0e-68 

125 

100 

(AB002313) KIAA0315, [Homo sapiens] 
229195 

LIB3196-027-P1-M1-C8 

BLASTX 

g631839 

222 

3.0e-18 

93 

56 

growth factor-responsive protein, vascular smooth muscle 
rat >gi_469478 (U06713) SM-20 [Rattus norvegicus] 

229196 

LIB3196-027-P1-M1-C9 

BLASTX 

g3242177 

549 

2.0e-56 
124 



(AL022325) 
sapiens] 



fF27C3.2.1 (unknown protein) (isoform 1) [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229197 

LIB3196-027-P1-M1-D11 

BLASTX 

g2996096 

619 

8.0e-65 

117 

100 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



32833 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229198 

LIB3196-027-P1-M1-D12 

BLASTX 

gl24219 

167 

9.0e-12 

100 

40 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4B (EIF-4B) 

>gi_106728_pir S12566 translation initiation factor eIF-4B 

- human >gi_288100_emb_CAA39265_ (X55733) initation factor 
4B [Homo sapiens] >gi_4503533^ref_NP_001408 .■l_pEIF4B_ 
eukaryotic translation initiation factor 4B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229199 

LIB3196-027-P1-M1-D5 

BLASTX 

gl708967 

515 

l.Oe-52 

105 

99 

MALATE DEHYDROGENASE, CYTOPLASMIC >gi_1255604_dbj_BAA09513_ 
(D55654) cytosolic malafee dehydrogenase [Homo sapiens] 
>gi_3133269 (U20-352) malate dehydrogenase [Homo sapiens] 

229200 

LIB3196-027-P1-M1-D7 

BLASTX 

gl37578 

344 

2.0e-32 

120 

62 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 
>gi 81545 pir. S06398 alpha-globulin type A precursor - 
upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 ■ {M18027 ) alpha globulin A 

[Artificial gene] '>gi_226119_prf r410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229201 

LIB3196-027-P1-M1-D8 

BLASTX 

g88044 

589 

3.0e-61 
125 ' 
97 

keratin 4, type II, cytoskeletal - human (fragment) 
>gi_34073_emb__CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229202 

LIB3196-027-P1-M1-D9 

BLASTX 

g3913518 



32834 





201 


E value 


3.0e-24 


Match length 


86 




7 fi 


LNV^OX L/C o OX XJw' U X Wil 
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mm! ooi"! H^ico rZ\T"aH"i Hpir^c "i q "ianal 
1 1 Lik^x c w L. x>^d o c [ r^x dJ>JX ukj^o X o uiidxxdiidj 


O C VJ • LN • 


229203 




LIB3196-027-P1-M1-E10 




BLASTX 


NCBI GI 


g4322822 


BLAST score 


509 


LJ V O. X Li. C 


8 Oe-52 




124 


9t 1 HoTTt" "i "t" \7 


/ o 


MORT DocoT*! Til" 1 r^n 


/AFnQRTQ"^^ RAf^— "FAm"il\/ inolpr'nljiT* r^har^oy^^nia T*om il r\ir • 

\ r\£. \J ^ Zf -J I SjCViD X diUX X y ILlkJXC^OUlXdX Olid^CX^llC? X LIX d L. (^X 




RAr^— r Homo Q^ioioncil 


o C • LN U t 






I.TR"^! gfi-0?7-Pl -Ml -F1 1 

XlXOJX^UV£./^XiiXCjXX 


Method 


BLASTX 


NCBI GI 


g2583108 


RT.A^T Qr'nTP 


•J ^ X 


T** \TZi "1 no 
Jlj V d X uc 


ft Do-'^n 




ft ft 
O 0 


^ XUtrilL.XL.y 


7? 


LN^^OX JJcbOX X^LXUIl 


vriv^uu^oo f / putdUive buxXdce pxutexn Li-ixaijxQ.opsxs undXidnaj 


O C> VJ • IN W • 


^ ^ ^ -J 


OC7^ • XL/ 


T.TR'^1 Qfi-n?7-P1 -Ml -F7 

XlXO^X^U \J £^ I ITX iiX £jf 


Method, 


BLASTX 


NCBI GI 


gll70519 


BLAST score 


345 


E value 


l.Oe-32 


Match length 


69 


% identity 


99 


NCBI Description 


INTERFERpN GAMMA UP-REGULATED 1-5111 PROTEIN PRECURSOR 



(IGUP 1-5111) >gi_627550_pir ^A54859 multicatalytic 

proteinase activator - human >gi_186513 (L07633) 
interferon-gamma [Homo sapiens] >gi_551491 (U10360) 
interf eron-gamma [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229206 

LIB3196-027-P1-M1-E9 

BLASTX 

g2880033 

119 

l.Oe-09 

39 

100 

(U73167) interf eron-related putative protein [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



229207 

LIB3196-027-P1-M1-F1 
BLASTX 



32835 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seql ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



g2306917 
469 

3.0e-4 7 

102 

89 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



229208 

LIB3196-027-P1-M1-F11 

BLASTX 

g88044 

606 

3.0e-63 

125 

99 

keratin 4, type II, cytoskeletal 
>gi_34073_emb_CAA30534_ (X07695) 
[Homo sapiens] 



- human (fragment) 
cytokeratin 4 (408 AA) 



229209 

LIB3196-027-P1-M1-F12 

BLASTX 

g547753 

523 

2.0e-53 
121 

90 ^. . • 

KEE^TIN, TYPE II CYTOSKELETAL 4 ^(CYTOKERATIN 4) (K4) (CK4) 

229210 

LIB3196-027-P1-M1-F3 

BLASTX 

gl055130 

183 

l.Oe-13 

103 

37 

(U39998). coded for by C. elegans cDNA yk9.2bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

229211 

LIB3196-027-P1-M1-F5 

BLASTX 

gl857161 

164 

2.0e-ll 

26 

100 

(U70663) hEZF [Homo sapiens] - : 
229212 

LIB3196-027-P1-M1-F6 
BLASTX 



32836 



NCBI GI 


gl223922 


BLAST score 


464 


F! va 1 1] p 

i_j V a ^ Li 


l.Oe-4 6 
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229213 


^farr in 
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Method 


BLASTX 


NCBI GI 


g2401257 


RT.A9T "^nnrp 


257 


Cj V Cl X L1 c 


2,0e-22 




106 


% "i Hpn1" "i "t* V 


48 




^L/Va^^^Xy 1. £J {J X 1 |_LVXV_.^L.Xdlld U dJiJdOLlill J 


Sea No. 


229214 




LIR^196-027-Pl-Ml-G12 

XiXO^X^U \J ^ f XX LJX \3 J. 




RT.A^TX 




^ X X ^ ^ ^ ^ 


BLAST score 


427 


J-j V a X u. " 


Of,- AO. 






^ xudiLXuy 


QQ 


NCBI Description 


ALPHA ENOLASE (2-PHOSPHO-D-GLYCEElATE HYDRO-LYASE) 




(NON-NEURAL ENOLASE) (NNE) ( PHOSPHOPYRUVATE HYDRATASE) 




-^yx o/jDO ^xx rt.^ J jt%T \j ^iivjo^inj^y X LivdLc iiyuxdUdoc? ^Hj^ 




A 9~1 1 1 ^ ~a 1 nK^ — hnman ^rti ^M14'^9R^ alr>iha onr^l' 

*i X. xxy dx^iici iiuuidii -^yx xozxx^ ^LYix^ij^o; dxpOd enox< 




^EjV^ fl.^.X.XXJ L nuiUU odpxclloj -^yX XXD/OfiO eulD \^r\n.u fi -J D U 




dx^iid tsiiuxdoc i_ rnjiinj od^xciioj 




'^yx 40U00/X xex iNir uuxftxy.x pcjiNwx enoxdse Xf ^dxpud^ 


O C ^ • IN • 


£. £. y £. ±. -J 


• X U 


T TR'^1 Qfi-n97-P1 -Ml 


Method 


BLASTX 


NCBI GI 


g3192909 


OXirlO 1 D^.'WXC! 


^ X 


o V d X Lie 


^ • vjc ^ j 




X W X 


^ X\J.dl L.X L. y 


47 


MPRT Da CIO KT Til" "i on 

LNVwrOX UC^OOXX^LXUil 


\r\£ yj \jo o J \j } oy L. vjiic o X 11 uxiiuxiiy ^xuLcxii nCi LnvJiinj odOXcrioj 


O C VJ • IN • 


229216 




I.TR*^! Qfi-n97 — PI —Ml -r;4 

XlXOojX^V) \J 1 irX LiX 0*3 


Method 


BLASTX 


NCBI GI 


gl644427 




264 


F^ Tra 1 n o 
^ V d X Lie 




KyT ^ ^ 1 ^ ^ 4* 

LYiatcn xeng Ln 




% identity 


86 


NCBI Description 


(U74610) glyoxalase II [Arabidopsis thaliana] 


Seq. No. 


229217 


Seq. ID 


LIB3196-027-P1-M1-G7 


Method 


BLASTX 



32837 



NrBT GI 

Iri \.f LJ w -L. 


g72287 


BLAST score 


618 


E value 


l.Oe-64 




1 1 Q 
X X ^ 


St THOTTt~l^\/ 


1 no 

X u u 




iJOLCt ^ X L'JL/taX XXi rl* ^Xc;\^U.x 
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Vi 1 T~QiTt~nm1 

liX X O Ll L. mil J 


^p^rr No 

%J C U • \./ • 


229218 




XlXO<JX^U \J £. 1 £X iJX 




RT.A9TX 

£?XjnO X <\ 


NCBI GI 


g2924509 


BLAST score 


201 




9.0e-16 




91 


Sfc ■iHoni"i"t"\7 
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UllClXXCtllCtJ 


Seer No 


229219 




T.TR'^l Qfi-n>>7-Pl -Ml - HI 
Xixoox^u u^f irx 1*1 X fix 


Method 


BLASTX 


NCBI GI 


g495866 


OJ-irlO J. Ov^^JXC 


J ^ D . 


III V Cl X Lie 






QD 


% "i Hpti "t" 1 1" V 


1 


MP"RT Hp Qny* 1 "ol" "1 r^n 

INV^OX LJCoOXX^CXV^ll 




Sprr No 


22 9220 


Sea ID 


LI B3 1 9 6- 02 7 -PI -Ml -H 10 


Method 


BLASTX 


NCBI GI 


g82264 


BLAST score ' 


140 


E value 


l.Oe-08 


Match length 


29 


% identity 


90 


NCBI Description 


ubiquinol — cytochrome-! 



(M16905) legumin precursor [Gossypium 



like [Arabidopsis 



-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC(lj8I) - potato (fragment) 
>gi_498789_emb_CAA56109_ (X79597) cytochrome cl [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^:-r. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



229221 

LIB3196-027-P1-M1-H12 

BLASTX 

g3859849 

566 

2.0e-58 

97 

35 

(AF063002) LIM protein SLIMMER [Homo sapiens] 
229222 

LIB3196-027-P1-M1-H3 

BLASTX 

gl710151 



32838 



BLAST score 

E value 

Match length 

%• identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



574 , - . 

2.0e-59 

120 

88 

(U72711) proline iminopeptidase [Arabidopsis thaliana] 
229223 

LIB3196-027-P1-M1-H4 

BLASTX 

g832876 

535 

6.0e-55 

114 

92 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_109736B_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

229224 

LIB3196-027-P1-M1-H6 

BLASTX 

g730583 

245 

6.0e-21 

62 

79 . , 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
(X78213). 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



Seq. No. 


229225 


Seq. ID 


LIB3196-027-P1-M1-H7 


Method 


BLASTX 


NCBI GI 


g4388731 


BLAST score 


142 


E value 


5.0e-09 


Match length 


55 


% identity.. 


62 


NCBI Description 


{AC006413) hypothetical protein [Arabidopsis 


Seq. No. 


229226 


Seq. ID 


LIB3196-027-P1-M1-H8 


Method 


BLASTX 


NCBI GI 


g2996650 


BLAST score 


634 


E value 


2.0e-66 


Match length 


124 


% identity 


34 


NCBI Description 


(AC004493) KIAA0324 [Homo sapiens] 


Seq. No. 


229227 


Seq. ID 


LIB3196-027-P1-M1-H9 


Method 


BLASTX 


NCBI GI 


gl26366 


BLAST score 


643 


E value 


l.Oe-67 


Match length 


122 



32839 



%' identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST -score 
E value 
Match length 
% identity 



98 

LAMININ BETA-1 CHAIN PRECURSOR (LAMININ Bl CHAIN) 
>gi 71422 pir MMHUBl laminin chain' Bl precursor - human 
>gi_186837"(M61916) laminin Bl [Homo sapiens] >gi_186876 
{M55370) laminin Bl [Homo sapiens] >gi_186913 (M61951) . 
laminin Bl [Homo sapiens] 

>gi_4504 951_ref_NP_002282.1_pLAMBl_ laminin, beta 
229228 

LIB3196-028-P1-M1-A10 

BLASTX 

g4159888 

267 

2.0e-23 

113 

6 

{AC004908) 
structure; 



zinc finger protein from gene of uncertain exon 
similar to Q99676 (PID: g3025333) [Homo sapiens] 



229229 

LIB3196-028-P1-M1-A11 

BLASTX 

g3063392 

27 6 

l.Oe-24 

113 

57 

(AB012932) Ca2+/H+ exchanger [Vigna radiata] 
229230 

LIB3196-028-P1-M1-A12 

BLASTX 

g726034 

427 

2.0e-42 

102 

83 

(019177) Hin-2 [Homo sapiens] 
<229231 

LIB3196-028-P1-M1-A5 

BLASTX 

g3063392 

292 

2.0e-26 

114 

57 

{AB012932) Ca2+/H+ exchanger [Vigna radiata] 
229232 

LIB3196-028-P1-M1-A8 

BLASTX 

g3023897 

150 

3.0e-10 

51 

57 



32840 



NCBI Description 



GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGDS (RALGEF) 

>gi_2135317_pir 138853 guanine nucleotide dissociation 

stimulator ralGDS - human (fragment) >gi_538200 (U14417) 
Ral guanine nucleotide dissociation stimulator [Homo 
sapiens] 



Sea No . 


229233 


Seq. ID 


LIB3196-028-P1-M1-A9 


Mpt hod 


BLASTX 


NCBI GI 


al619602 


BLAST score 


360 


E value 


2.0e-34 


Match length 


86 


% identity 


80 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


229234 


Seq. ID 


LIB3196-028-P1-M1-B1 


Method 


BLASTX 


NCBI GI 


gl26156 


BLAST score 


444 


E value 


3.0e-4 4 


Match length 


94 


% identity 


95 


NCBI Description 


LEGUMIN B PRECURSOR (BETA-GLOBULIN B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi_72288_pir FWCNBB beta-globulin "B precursor (clone 134) 

- upland ■ cotton >gi_167373 {M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium. hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229235 

LIB3196-028-P1-M1-B10 

BLASTX 

g3894189 

149 

6.0e-10 

50 

60 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
229236 

LIB3196-028-P1-M1-B12 

BLASTX 

g225581 

393 

3.0e-38 

111 

71 

storage protein C94 [Saguinus oedipus] 
229237 

LIB3196-028-P1-M1-B5 

BLASTX 

gl38117'9 

328 

l.Oe-30 



32841 



Match length 

% identity 

NCBI Description 



81 
79 

(U58766) FX [Homo sapiens] ^ 
>gi_4507709__ref_NP_003304 . l_pTSTA3_ 
transplantation antigen P35B 



tissue specific 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229238 

LIB3196-028-P1-M1-B7 

BLASTX 

g3080420 

359 

2.0e-34 

82 
83 

{AL022604) putative sugar transporter protein [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229239 

LIB3196-028-P1-M1-C10 

BLASTX 

g2605714 

261 

8.0e-23 

67 

81 

.(AF026275r 
thaliana] 



beta-tonoplast intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229240 

LIB3196-028-P1-M1-C12 

BLASTX 

g3879684 

278 

6.0e-25 

97 

55 

(Z74042) predicted using Genefinder; Similarity to 
Haemophilus 3-oxoacyl- (acyl-carrier protein) reductase 
(SW:FABG_HAEIN) ; cDNA EST Yk470b2.3 comes from this gene 
cDNA EST yk470b2.5 comes from^^this gene [Caenorhabditis 
elegans] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229241 

LIB3196-028-P1-M1-C3 

BLASTX 

g3243079 

628 

9.0e-66 

129 

37 

{AF071771) SPH-binding factor [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229242 

LIB3196-028-P1-M1-C9 

BLASTX 

gl220196 

500 



32842 



• 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-51 

97 

98 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
229243 

LIB3196-028-P1-M1-D2 

BLASTX 

g730832 

174 

l.Oe-12 

53 
58 

8.4 KD SULFUR-RICH PROTEIN PRECURSOR {SE60 PROTEIN) 

(PROBABLE PROTEINASE INHIBITOR P322) >gi_9994 9_pir S24 965 

probable proteinase inhibitor (Bowman-Birk) p322 - soybean 
>gi_18748_emb_CAA78359_ (Z13956) a protein similar to 
potato tuber protein p322 homolgous to Bowman-Birk 
Proteinase Inhibitor [Glycine max] 



Seq. No. 


229244 




Seq. ID 


LIB3196-028-P1-M1- 


-D3 


Method 


BLASTX 




NCBI GI 


gl944407 




BLAST score 


205 




E value 


3.0e-16 




Match length 


45 




% identity 


82 




NCBI Description 


(D86988) KIAA0221 


[Homo sapiens] 


Seq. No. 


229245 




Seq. ID 


LIB3196-028-P1-M1- 


-D5 


Method 


BLASTX 




NCBI GI 


g3122072 




BLAST score 


559 




E value . 


-l.Oe-57 




Match length 


106 




% 'identity 


■100 




NCBI Description 


ELONGATION FACTOR 


1 -ALPHA 1 (EF-l 



FACTOR TU) (EF-TU) >gi_2119922_pir_ 
factor 1 alpha - chicken >gi_488468 
factor 1 alpha [Gallus gallus] 



.PHA-1) (ELONGATION 
150226 elongation 
"(L00677) elongation 



Seq. No. 229246 

Seq. ID LIB3196 

Method BLASTX 

NCBI GI g683653 

BLAST score 202 

E value 7.0e-16 

Match length 102 

% identity 47 

NCBI Description '(Z48450 
>gi 158 



■028-P1-M1-D6 



) oleosin-like protein [Citrus sinensis] 

2679_prf 2119230A oleosin homolog [Citrus sinensis] 



Seq. No. 
Seq, ID 
Method 



229247 

LIB3196-028-P1-M1-D7 
BLASTX 



32843 



NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



g3355468 
452 

3.0e-45. 

109 

87 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229248 

LIB3196-028-P1-M1-D8 

BLASTX 

gl703470 

656 

4.0e-69 

126 

97 

SODIUM/POTASSIUM-TRANSPORTING ATPASE BETA-3 CHAIN 
(SODIUM/POTASSIUM-DEPENDENT ATPASE) (ATPB-3) >gi_1256802 
{U51478) sodium/potassium-transporting ATPase beta-3 
subunit [Homo sapiens] >gi_2224939 (AF005896) Na K-ATPase 
beta-3 subunit [Homo sapiens] 

>gi_4502281_ref_NP_001670.1_pATPlB3_ ATPase, Na+/K+ 
transporting, beta 3 polypeptide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229249 

LIB3196-028-P1-M1-D9 

BLASTX 

g88052 

171 

3.0e-12 

67 

58 

keratin K5, 58K type II, epidermal (version 2) 
(fragment) 



- human 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229250 

LIB3196-028-P1-M1-E1 

BLASTX 

g4539292 

389 

8.0e-38 

80 
88 

■ (AL049480) 
thaliana] 



putative ribosomal protein SIO [Arabidopsis 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229251 

LIB3196-028-P1-M1-E10 

BLASTX 

g2501572 

375 

4.0e-36 

113 

65 

LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >gi_1350545 
(L47118) EMB8 gene product [Picea glauca] 



32844 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



229252 

LIB3196-028-P1-M1-E12 

BLASTX 

g683553 

230 

4.0e-19 

109 

49 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

229253 

LIB3196-028-P1-M1-E2 

BLASTX 

g4249403 

498 

l.Oe-50 
118 

78 

(AC006072) unknown protein [Arabidopsis thaliana] 
229254 

LIB3196-028-P1-M1-E5 

BLASTX 

gl841870 

265 

3.0e-23 

93 

60 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229255 

LIB3196-028-P1-M1-E7 

BLASTX 

gl906828 

529 

3.0e-54 

105- 

97 

(Y11828) heat shock protein [Arabidopsis thaliana] 
229256 

LIB3196-028-P1-M1-E9 

BLASTX 

g2924601 

461 

2.0e-46 

85 
51 

(AB000095) hepatocyte growth factor activator inhibitor 
[Homo sapiens] >gi_4504329_ref_NP_003701 . l_pHAI_ hepatocyte 
growth factor activator inhibitor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229257 

LIB3196-028-P1-M1-F1 

BLASTX 

gll3621 



32845 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



470 

3.0e-47 

106 

88 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



229258 

LIB3196-028-P1-M1-F11 

BLASTX 

g2274859 

311 

l.Oe-28 

71 

79 

(AJ000016) Cksl protein 
>gi_4 5 1 0 4 2 0_gb_AAD2 1 5 0 6 



[Arabidopsis thaliana] 
1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana]. 



Seq. No. 


229259 


Seq. ID 


LIB3196-028-P1-M1-F6 


Method 


BLASTX 


NCBI GI 


g3894183 


BLAST score 


146 


E value 


3.0e-09 


Match length 


104 


% identity 


40 


NCBI Description 


(AC005662) calmodulin- 


Seq. No. 


229260 


Seq. ID 


LIB3196-028-P1-M1-F9 


Method 


BLASTX 


NCBI GI 


g81546 


BLAST score 


341 


E value 


2.0e-32 


Match length 


76 


% identity 


87 


NCBI Description 


alpha-globulin type B ; 




(fragment) 


Seq. No. 


229261 


Seq. ID 


LIB3196-028-P1-M1-G10 


Method 


BLASTX 


NCBI GI 


g2961542 


BLAST score 


387 


E value 


9.0e-38 


Match length 


86 


% identity 


76 


NCBI Description 


(AF056463) zinc finger 




thaliana] 


Seq. No. 


229262 



32846 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-028-P1-M1-G11 

BLASTX • - 

g3892059 

182 

2.0e-13. 
113 . 
43 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

229263 

LIB3196-028-P1-M1-G12 

BLASTX 

g3776005 

339 

6.0e-32 

93 

75 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 
229264 

LIB3196-028-P1-M1-G2 

BLASTX 

gl053047 

565 

2.0e-58 

113 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

229265 

LIB3196-028-P1-M1-G3 

BLASTX 

gl731151 

564 

3.0e-58 , 

106 

98 

HYPOTHETICAL PROTEIN S171 >gi_887362 (L40393) ORE; putative 
[Homo sapiens] >gi_4 50547 9_ref_NP_0037 35 . l_pNUMB_ homolog 
of Drosophila numb 

229266 

LIB3196-028-P1-M1-G4 

BLASTX 

gl706551 

226 

l.Oe-18 

87 

48 

GLUCAN END0-1,3-BETA-GLUC0SIDASE PRECURSOR 

i (l->3) -BETA-GLUCAN ENDOHYDROLASS) ( (l->3 ) -BETA-GLUCANASE ) 
(BETA-1,3-END0GLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticum aestivum] 



32847 



cpcr No 


229267 


Seq, ID 


XjXOv/X^U \J ^ \j C JL Li X \J 'J 


Method 


BLASTX 


NCBI GI 


g3:327142 




^ ^ X, 


cj VdJ-Uc 




rid L. Oil xciiyuii 


1 9Q 


% "i Hpnl" "i 1" v 


85 


M/^RT Q o T" "i r^"}" "i on 


\nowx*3ou*3 / i\xrv^vj\ju*i ^xVu^L-cxii [ nuiii^ od^xciioj 


Seer No 


229268 




LIB3196-028-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g3327142 


BLAST score 


185 


P Tra 1 n P 


5 . Oe-14 




^ u 


9: ■iHPTTt~ii~\7 


52 




^ARni45fi4\ KTAAnfifi4 nrn-f-pin rHnmo c:;5oioncil 


*^prr Nn 


229269 


Seq. ID 


LTB31 96-028-P1-M1-G7 

XI X i-t ■^X./VJ \J ^ \J XX 1.1X W r 


Method 


BLASTX 


NCBI GI 


g547753 


RT.A*^T c'rTiT'P 


24 0 


ill Vd-LUtJ 






X U D 


i ■iHon't~"!+'\7 




M/^R T Pla G o ■r- "1 oH- i on 
LNODX UcoCITipi-iOn 


I\ril\ril XLN , i I IT Hi XX 1 i UOrVlliXiJli iriJj fl ^ ^ I 1 Urvrirvrt.! XIN *± ) \v<^) \\jr^% ) 


O C • V*\J * 


229270 


O CLJ^ • XL/ 


T.TR'^1 Qfi-n?ft-Pl -Ml -HQ 
xixojxz7u vj^o irx i*ix o-? 


Method 


BLASTX 


NCBI GI 


.g4406775 


RT.AST t^nnrp 

lJ±Jt\tJ A. OOl>JXC 


239 


Ht V dX Ll c 


3 np-2n 


Ma+"o}^ "1 ^n^^V* 

lYidLC-fi xenytn 


X X D 




4 1 

rl X 


M/^RT Ho o or- -5 of" i o-n 

LNv^DX ucoCx xpt xon 


vriouuDoooj unicnown pxoi-exn LH.raDxaopsxs undXianaj 


^p>rr Mo 


£^ ^Zf C 1 X 


Seq. ID 


T.TR31 Qfi-n?fi-P1 -Ml - HI 
xixo..jx^\j \j xx Lix nx 


Method 


BLASTX 


NCBI GI 


g3450889 


iiJXjr\tD L OV_.^X c 


315 


Hi V d X u c 




M^i't'oh 1 ^no+*Vi 
L'ldLk^ll Xdiy L.li 




9: THon'HT"H\7 
o xucJiL.xi_y 


7 1 


Mr^RT nocoi^T oi- 1 on 
LMV^DX Uco L.X L XQIl 


\t\£. kjo ] x^o piroucusome suDunxL :? i.rixdDxaopsis unaj-xanaj 


Seq. No. 


229272 


Seq. ID 


LIB3196-028-P1-M1-H12 


Method 


BLASTX 


NCBI GI 


g4512671 


BLAST score 


211 


E value 


5.0e-17 


Match length 


59 



32848 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 ^ 

(AC006931) unknown protein [Arabidopsis thaliana] 
229273 

LIB3196-028-P1-M1-H2 

BLASTX 

g4062934 

457 

8.0e-46 

110 

79 

(D88272) formate dehydrogenase [Hordeum vulgare] 
229274 

LIB3196-028-P1-M1-H6 

BLASTX 

g3252792 

501 

6.0e-51 

122 

80 

(AB015609) S-adenosylmethionine decarboxylase [Nicotiana 
sylvestris] 

229275 

LIB3196-028-P1-M1-H9 

BLASTX 

g72287 

54 0- 

l.Oe-55 

103 

100 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 

229276 

LIB319'6-029-Pl-Ml-Al 

BLASTX ' 

g4467804 

461 

3.0e-46 

114 

80 

(AL031678) TGM3 
PRECURSOR (EC 2 
[Homo sapiens] 



(PROTEIN-GLUTAMINE GLUTAMYLTRANSFERASE E3 
3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



229277 

LIB31 96-02 9-Pl-Ml-AlO 

BLASTX 

g2217972 

401 

4.0e-39 

126 

66 

(Y12338) unnamed protein product [Homo sapiens] 



32849 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229278 

LIE3196-029-P1-M1-A12 

BLASTX 

g2970051 

177 

4.0e-13 

52 

63 

(AB012110) ARGIO [Vigna radiata] 
229279 

LIB3196-029-P1-M1-A2 

BLASTX 

gl053047 . 

506 

l.Oe-51 

104 

97 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229280 

LIB3196-02 9-P1-M1-A4 

BLASTX 

g2338292 

184 

l.Oe-13 

97 

41 

(AF009243) proline-rich Gla protein 
>gi_4506137_ref_NP_000942 . l_pPRRG2_ 
(G-carboxglutamic acid) polypeptide 



2 [Homo sapiens] 
proline-rich Gla 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229281 

LIB3196-029-P1-M1-A5' 

BLASTX 

g87645 

306 

5.0e-28 

61 

97 

heparin-binding growth factor-binding protein precursor - 
human >gi_183951 (M60047) heparin binding protein [Homo 
sapiens] 

229282 

LIB3196-02 9-P1-M1-A7 

BLASTX 

g4467804 

•4 95 

3.0e-50 ' ^ 

114 

85 

{AL031678) TGM3 ( PROTEIN-GLUTAMINE GLUTAMYLTRANSFERASE E3 
PRECURSOR' (EC 2.3,2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 



32850 



[Homo sapiens] 



Seq. No. 
"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



229283 

LIB3196-029-P1-M1-A8 

BLASTX 

gl346342 

298 

3.0e-27 

58 

100 

KERATIN, TYPE I 
17) (VERSION 2) 
sapiens] 



CYTOSKELETAL 17 (CYTOKERATIN 17) (K17) (CK 
>gi_186685 (M28439) keratin type 16 [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229284 

LIB3196-029-P1-M1-B1 

BLASTX 

gl346347 

636 

8.0e-67 

128 
99 , 

KERATIN, TYPE 
(K6D KERATIN) 
human (fragment) 
sapiens] 



II CYTOSKELETAL 6D (CYTOKERATIN 6D) (CK 6D) 

>gi_2119225^pir 161769 keratin type II - 

>gi_914833 (L42610) keratin type II [Homo 



Seq.. No. 


229285 


Seq. ID 


LIB3196-029-P1-M1-B10 


Method 


"BLASTX 


NCBI GI 


g3845409 


BLAST score 


667 


E value 


2.0e-70 


Match length 


125 


% identity 


98 


NCBI Description 


(AC004976) glycyl tRNA synthetase [Homo sapiens] 


Seq. No. 


229286 


Seq. ID 


LIB3196-029-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


g71611 


BLAST score 


634 


E value 


l.Qe-66 


Match length 


118 


% identity 


100 


NCBI Description 


actin, skeletal muscle - rabbit 


Seq. No. 


229287 


Seq. ID 


LIB3196-029-P1-M1-B2 


Method 


BLASTX 


NCBI GI 


g72287 


BLAST score 


174 


E value 


8.0e-13 


Match length 


74 • 


% identity 


55 


NCBI Description 


beta-globulin A precursor (clone 94) - upland cotton 



(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 



32851 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229288 

LIB3196-029-P1-M1-B3 

BLASTX 

gl890182 

426 

4.0e-42 

86 

90 

(yil731) DNA glycosylase/AP lyase [Homo sapiens] 
>gi_l 90320 6_emb_CAA7 253 6_ (Y11838) 8-oxoguanine DNA 
glycosylase homolog 1 [Homo sapiens] 

>gi_1906757_dbj_BAA19103_ (AB000410) hOGGl [Homo sapiens] 
>gi_2197083 (AF003595) 8-oxoguanine DNA glycosylase 1 [Homo 
sapiens] >gi_2351704 (U88527) 8-hydroxyguanine 
glycosylase/lyase [Homo sapiens] 

>gi_4505495_ref_NP_002533. l_pOGGl_ 8-oxoguanine DNA 
glycosylase 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229289 

LIB3196-029-P1-M1-B4 

BLASTX . _ 

g2894378 

140 

4.0e-09 

67 

38 

{Y14573) putative ribophorin I homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229290 

LIB31 96-02 9-P1-M1-B7 

BLASTX 

g4539660 

186 

5.0e-14 

77 

47 

(AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229291 

LIB3196-029-P1-M1-B8 

BLASTX 

gl21567 

654 

8.0e-69 

127 

100 

78 KD GLUCOSE REGULATED PROTEIN PRECURSOR (GRP 78) 
{IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN) (BIP) 

>gi_87528_pir ^A29821 Ig heavy chain-binding protein 

precursor - human >gi_386758 (M19645) GRP78 precursor [Homo 
sapiens] >gi_1143492_emb_CAA61201_ (X87949) BiP [Homo 
sapiens] 



Seq. No. 
Seq. ID 



229292 

LIB3196-029-P1-M1-C1 



32852 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - • 

Match length 

% identity 

NCBI Description 



BLASTX 

g683553 

229 

5.0e-19 • ■ 

104 

50 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

229293 

LIB3196-02 9-P1-M1-C10 

BLASTX 

gl67367 " 

556 

2.0e-57 

119 

90 

{L08199) peroxidase [Gossypium hirsutum] 
229294 

LIB3196-029-P1-M1-C12 

BLASTX 

g416662 

326 

2.0e-30 

116 

54 

21 KD SEED PROTEIN PRECURSOR >gi_99954_pir S16252 trypsin 

inhibitor homolog - soybean >gi_21909_emb_CAA398 60_ 
(X56509) 21 kDa seed protein [Theobroma cacao] 



Seq. No. 


229295 


Seq. ID 


LIB3196-02 9-P1-M1-C6 


Method 


BLASTX 


NCBI GI ' 


g3513294 


BLAST score 


307 


E value 


3.0e-28 


Match length 


118 


% identity- 


50 


NCBI Description 


(AC005591) PkB-like [Homo 


Seq. No. 


229296 


Seq. ID 


LIB3196-029-P1-M1-C8 


Method 


BLASTX 


NCBI GI 


gll73027 


BLAST score 


380 


E value 


l.Oe-36 


Match length 


103 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L31 




protein L31 [Nicotiana gli 


Seq. No. 


' 229297 


Seq. ID 


LIB3196-029-P1-M1-C9 


Method 


BLASTX 


NCBI GI 


g2266994 


BLAST score 


663 



32853 



E value 
Match length 
% identity' 
NCBI Description 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



7.0e-70 

127 

98 

(U77413) 0-linked GlcNAc transferase [Homo sapiens] 
>gi_4 5054 99_ref_NP_003596.1_pOGT_ 0-GlcNAc transferase 
(uridine diphospho-N-acetylglucosamine : polypeptide 
beta-N-acetylglucosaminyl transferase) 

229298 

LIB3196-029-P1-M1-D10 

BLASTX 

g71625 

641 

2.0e-67 

125 

99 

act in gamma - bovine (tentative sequence) 
229299 

LIB31 96-02 9-P1-M1-D5 
BLASTX 

g2500399 : 
428 

2.0e-42 

99 '■ ' 

89 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_17 9561 (S83098) 
ribosomal protein S3 [Ambystoma mexicanum=Mexican axolotls 
embryos. Peptide, 253 aa] [Ambystoma mexicanum] 

229300 

LIB31 96-02 9-P1-M1-D9 

BLASTX 

g266691 

179 

4.6e-13 

81 

48 

OLEOSIN 16.4 KD >gi_167361 (L00934) 16.4 kDa oleosin 
[Gossypium hirsutum] 

229301 ' 

LIB31 96-02 9-Pl-Ml-El 

BLASTX 

g3901014 

234 . 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

229302 

LIB3196-029-P1-M1-E3 

BLASTX 

gl905998 

526 



32854 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-54 

119 

87 

(U90.426) nuclear RNA helicase [Homo sapiens] 
229303 

LIB3196-029-P1-M1-E5 

BLASTX 

gl20669 

391 

5.0e-38 

77 

92 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir ^DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_einb_CAA42905_ {X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


229304 


Seq. ID 


LIB3196-I 


Method 


BLASTX 


NCBI GI 


g3688177 


BLAST score 


318 


E value 


2.0e-29 


Match • length 


93 


% identity 


65 


NCBI Description 


(AL03180' 


Seq. No. 


2293a5 


Seq. ID 


LIB3196-I 


Method 


BLASTX 


NCBI GI 


gl304668 


BLAST score 


395 


E value 


2.0e-38 


Match length 


77 


% identity 


96 


NCBI Description 


(U42376) 




(U56145) 




sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



>gi_4454267_emb_CAA92321_ (Z68179) retinoic acid induced 
gene E [Homo sapiens] >gi_4 50504 9_ref_NP_002337 . l_pLY6E_ 
lymphocyte antigen 6 complex, locus E 

229306 

LIB3196-029-P1-M1-F1 

BLASTX 

g4107099 

178 

5.0e-13 

116 

29 

(AB015141) AHPl [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 

229307 



32855 



Seq. ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score '' 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-029-P1-M1-F11 

BLASTX 

g2961178 

171 

3.0e-12 

41 

76 

(AF050675) 



GTP-binding protein [Oryza sativa] 



229308 

LIB3196-029-P1-M1-F12 

BLASTX 

gl37578 

514 

2.0e-52 

119 

87 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 


229309 


Seq. ID 


LIB3196-029-P1-M1-F5 


Method 


BLASTX 


NCBI GI 


g2558501 


BLAST score 


167 


E value 


7.0e-12 


Match length 


104 


% identity 


38 


NCBI Description 


(D63850) hepatoma-derived growth factor [Mus musculus] 


Seq. No. 


229310 


Seq. ID 


LIB31'96-029-Pl-Ml-F7 


Method ■ 


BLASTX 


NCBI GI 


gl710401 


BLAST score 


442 


E value 


4.0e-44 


Match length 


99 


% identity 


82 


NCBI Description 


RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 



(RIBONUCLEOTIDE REDUCTASE) 
>gi_1044 912_emb_CAA63194_ 
R2 [Nicotiana tabacum] 



(R2 SUBUNIT) 
(X92443) ribonucleotide reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



229311 

LIB3196-029-P1-M1-F9 

BLASTX 

g3860255 

283 

2.0e-25 

112 

.63 

(AC005824) hypothetical protein [Arabidopsis thaliana] 



32856 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229312 

LIB3196-029-P1-M1-G2 

BLASTX 

gl37578 

455 

2.0e-45 

119 

47 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gpssypiiim hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229313 

LIB3196-029-P1-M1-G3 

BLASTX 

g4417309 

168 

6.06-12 

108 

35 

(AC00644 6) putative pol polyprotein with a reverse 
transcriptase domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229314 

LIB3196-029-P1-M1-G4 

BLASTX 

g2921447 

395 

2.0e-38 

100 

78 

(AF037260) 
musculus] 



non-receptor protein tyrosine kinase Ack [Mus 



Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229315 

LIB3196-029-P1-M1-G5 

BLASTX 

gl708624 

98 

l.Oe-08 

41 

78 

DIACYLGLYCEROL KINASE, DELTA (DIGLYCERIDE KINASE) 
(DGK-DELTA) (DAG KINASE DELTA) (80 KD DIACYLGLYCEROL . 
KINASE) >gi_606757 (L38707) diacylglycerol kinase [Homo 

sapiens] >gi_1589110_prf 2210300A diacylglycerol kinase 4 

[Homo sapiens] >gi_4 55751 9_ref _NP_0 01 338 . l_pDGKQ_ 
diacylglycerol kinase, theta (llOkD) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229316 

LIB3196-029-Pl-M'l-G6 

BLASTX 

gl703018 

577 



32857 



E value 
Match length 
% identity 
NCBI ■ Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
■ NCBI- GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-60 

120 

95 

6- PHOS PHOGLUCONATE DEH YDROGENAS E , DECARBOX YLAT I NG 
>gi_984325 (U30255) phosphogluconate dehydrogenase [Homo 
sapiens] >gi_4505759_ref_NP_002 622 . l_pPGD_ phosphogluconate 
dehydrogenase 

229317 

LIB3196-029-P1-M1-H3 

BLASTX 

g4140326 

240 

3.0e-20 

52 

83 

(AL031282) dJ283E3.6.1 (PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical . 
proteins) [Homo sapiens] 

229318 

LIB3196-029-P1-M1-H5 

BLASTX 

g729022 

399 

4.0e-39 

94 

84 

MACROPHAGE CAPPING PROTEIN (ACTIN-REGULATORY PROTEIN CAP-G) 

>gi_34 6234_pir ^A43358 macrophage capping protein - human 

>gi__187456 (M94345) macrophage capping protein [Homo 
sapiens] >gi_4502561_ref_NP_001738 . l_pCAPG_ capping protein 
(actin filament), gelsolin-lilce 

229319 

LIB3196-029-P1-M1-H7 

BLASTX 

g3023512 

308 

3.0e-28 

119 

53 

PUTATIVE ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 

PRECURSOR (ENDOPEPTIDASE CLP) >gi_2134793_pir S68421 

ATP-dependent Clp proteinase (EC 3.4.21.92) chain P homolog 
- human >gi_963048_emb_CAA90705_ (Z50853) CLPP [Homo 
^sapiens] 

229320 

LIB3196-030-P1-M1-A11 
BLASTX 
g2344889 
,172 

2.0e-12 
114 

33 

(AC002388) unknown protein [Arabidopsis thaliana] 



32858 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229321 

LIB3196-030-P1-M1-A2 

BLASTX 

g2764583 

495 

3.0e-50 

112 

79 

(AJ001043) metastasis-associated GPI-anchored protein 
[Rattus norvegicus] 



Seq. • No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229322 

LIB3196-030-P1-M1-A3 

BLASTX 

g72287 

647 

5.0e-68 

121 

100 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) leigumin precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229323 

LIB3196-030-P1-M1-A5 

BLASTX 

gl26156 

298 

4.0e-27. 

101 

61 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi__167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) leguitiin" B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229324 

LIB3196-030-P1-M1-B1 

BLASTX 

g665584 

531 

2.0e-54 
107 

99 . 
(D16561) ATP synthase gamma-subunit [Homo sapiens] 
>gi_665585_dbj_BAA03997_ (D16563) ATP synthase 
gamma-subunit [Homo sapiens] 

229325 

LIB3196-030-P1-M1-B10 

BLASTX 

g4467804 

286 

7.0e-26 



32859 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ^identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
71 

(AL031678) TGM3 ( PROTEIN-GLUfAMINE GLUTAMYLTRANSFERASE -E3 
■PRECURSOR (EC '^2.3.2. 13) (TGASE E3) (TRANSGLUTAMINASE 3).) 
[Homo sapiens] 

229326 

LIB3196-030-P1-M1-B11 

BLASTX 

g2132930 

180 

3.0e-13 

48 

67 

probable membrane protein YOR262w - yeast (Saccharomyces 
cerevisiae) >gi_1420591_emb_CAA99484_ (Z75170) ORE YOR262w 
[Saccharomyces cerevisiae] 



229327 

LIB3196-030-P1-M1-B2 

BLASTX 

g81546 

267 

8.0e-24 

70 

70 

alpha-globulin type B precursor (tandem 1) 
(fragment) 



- upland cotton 



Seq. No. 
Seq. ID 
Method 



229328 

LIB3196-030-P1-M1-B4 

BLASTX 

g386849 

621 

6.0e-65 

126 

99 

(L00205) keratin type II [Homo sapiens] 
229329 

LIB3196-030-P1-M1-B7 

BLASTX 

gl37578 

437 

2.0e-43 

117 

45 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119__prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229330 

LIB3196-Q30-P1-M1-B9 
BLASTX 



32860 



NCBI GI g2388689 

BLAST score 356 

E value 6.0e-34 . 

Match length 91 

% identity 79 

NCBI Description (AF016633) GHl protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229331 

LIB3196-030-P1-M1-C1 

BLASTX 

gl25887 

160 

6.0e-ll 

83 

47 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 


229332 


Seq. ID 


LIB3196-030-P1-M1-C10 


Method 


BLASTX 


NCBI GI 


g4539944 


BLAST score 


.356 


E value 


6'.0e-34 


Match length 


■97 - . 


% identity 


65 


NCBI Description 


(AF133841) aldose reductase ALDRXV4 [Xerophyta viscosa] 


Seq. ' No. 


229333 


Seq. ID 


LIB3196-030-P1-M1-C11 


Method 


BLASTX 


NCBI GI 


gll3463 


BLAST score 


369 


E value 


2.0e-35 


Match length 


76 


% identity 


99 


NCBI Description 


ADP,ATP CARRIER PROTEIN, LIVER ISOFORM T2 (ADP/ATP 



TRANSLOCASE 3) (ADENINE NUCLEOTIDE TRANSLOCATOR 3) (ANT 3) 
>gi_86757_pir S03894 ADP,ATP carrier protein T2 - human 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229334 

LIB3196-030-P1-M1-C12 

BLASTX 

g3915742 

596 ' 

4.0e-62 

114 

99 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_4 4 4 320_prf 1906369A legumin A:ISOTYPE=D alloallele 

"[Gossypium hirsutum] 



Seq. No. 
Seq. ID 



229335 

LIB3196-030-P1-M1-C2 



3'2861 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2501719 

233 

2.0e-19 

44 

100 

ZINC FINGER PROTEIN 177 >gi_1049301 (U37263) KRAB zinc 
finger protein; Method: conceptual translation supplied by 
author [Homo sapiens] >gi_4508009_ref_NP_003442 . l_pZNF177_ 
zinc finger protein 



O C M ■ l^\J » 


229336 




T Qf^— O'^fl-PI -M1 —CA 

XiXOJX^U \J XT X LTiX 






NCBI GI- 


g2842486 


BLAST score 


209 




1 Ho — 1 
X . ue X o 


lYiaucn xengiin 


/ X 


^ luennity 


DX 


iNk^DX uescripuion 


lH.XiU<:: X / ft y J putauxve prouein LHraDiaopsxs tnaxxanaj 


beg, JNO. 


y J J / 




XjXoJXyD UjU irX KlX V^D 


ixieunou 




NCBI GI 


g267072 


BLAST score 


615 


E value 


0 Ho— 


Maucn xenyLn 


1 1 Q 

X X y 


^ laenn/cy 


y / 


iNL^Di uescripuion 


IUdUXiXIN DrjiA— X OnAXIN >>gi XUUU/Z pxr ozUODO uUDUXin 




cnain - garaen pea >gi /.v/do eiruo uaaoooIo (ao4o44; 




beta— tubulin 1 [Pisuin sativum] 


oeq. wo. 


y 000 




T.TR'^1 Qfi-O'^n-Pl -Ml -Pft 




QT nqrrv 
dXltIo i a 


LN \^ o X ox 


^^^XO>J>JO 




^ X / 


E value 


l.Oe-17 


Match length 


118 


% identity 


42 


NCBI Description 


(Z97052) hypothetical protein [Schizosaccharomyces ] 


Seq. No. 


229339 


Seq. ID 


LIB3196-030-P1-M1-C9 


Method 


BLASTX 


NCBI GI 


g3834321 


BLAST score 


554 


E value 


3.0e-57 


Match length 


117 


% identity 


93 


NCBI Description 


(AC005679) Strong similarity to F13P17.9 gi_3337356 




. transport protein SEC61 alpha subunit homolog from 




Arabidopsis thaliana BAC gb_AC004 4 81. [Arabidopsis 




thaliana] 



Seq. No. 



229340 



32862 



Seq. ID LIB3196-030-P,1-M1-D10 

Method . BLASTX 

. NCBI GI gl399329 

BLAST score 629 

E value 6.0e-66 

Match length 122 

% identity 92 

NCBI Description (U41834) MHC class I antigen Mamu A*06 [Macaca mulatta] 

Seq. No. 229341 

Seq. ID LIB3196-030-P1-M1-D11 

Method BLASTX 

NCBI GI g481821 

BLAST score 358 

E value 3.0e-34 

Match length 113 

% identity 64 

NCBI Description probable glutathione transferase (EC 2.5.1.18) (clone 



ERDll) - Arabidopsis thaliana >gi_4 97788_dbj_BAA04553_ 
{D17672) glutathione S-transf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229342 

LIB3196-030-P1-M1-D2 ^ . 

BLASTX 

gl67367 

646 

6.0e-68 

122 

100 

{L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



229343 

LIB3196-030-P1-M1-D3 

BLASTX 

gl706518 

631 

4.0e-66 

127 

99 

DEVELOPMENTALLY REGULATED GTP-BINDING PROTEIN t)RG 

>gi_1082424_pir ^A55014 GTP-binding protein - human 

>gi_57777 9_emb_CAA56730_ (X80754) GTP-binding protein [Homo 
sapiens] >gi_4557537_ref_NP_00137 9 . l_pDRG2_ developmentally 
regulated GTP-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



229344 

LIB3196-030-P1-M1-D4 

BLASTX 

gl21116 

646 

6.0e-68 

123 

.53 

GELSOLIN PRECURSOR, PLASMA " (ACT IN- DEPOLYMERI ZING FACTOR) 

(ADF) (BREVIN) (AGEL) >gi_7164 9_pir FAHUP gelsolin 

precursor, plasma - human >gi_73624 9_emb_CAA28000_ (X04412) 
plasma gelsolin [Homo sapiens] >gi_225304_prf 1211330A 



32863 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gelsolin [Homo sapiens] >gi_4504165_ref_NP_000168 . l_pGSN_ 
gelsolin (amyloidosis, Finnish type) 

229345 

LIB3196-030-P1-M1-D5 

BLASTX 

gl20672 

552 

6.0e-57 

114 

94 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66016_pir DEPZG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - parsley 

>gi_20549_emb_CAA42902_ (X60344)* glyceraldehyde 3-phosphate 
dehydrogenase [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. ' 

Match length 

% identity 

NCBI Description 



229346 

LIB3196-030-P1-M1-D7 

BLASTX 

g4206785 

662 

8.0e-70 
125 

98 - . ' 

(AF107848) guanine nucleotide-binding protein [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229347 

LIB3196-030-P1-M1-E10 

BLASTX 

g88044 

563 

3.0e-58 

123 

97 

keratin 4, type II, cytoskeletal - human' (fragment) 
>gi_34 073_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229348 

LIB3196-030-P1-M1-E5 

BLASTX 

g3152595 

482 

l.Oe'48 

118 

75 

(AC002986) Similar to D. melanogaster sno gene gb_U95760. 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq.' ID 
Method 
NCBI GI 
BLAST score 



229349 

LIB3196-030-P1-M1-E6 

BLASTX 

g4454467 

280 



32864 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-25 

116 

46 

(AC006234) unknown protein [Arabidopsis thaliana] 
229350 

LIB3196-030-P1-M1-E7 

BLASTX 

g421960 

381 

7.0e-37 

100 

73 

small nuclear ribonucleoprotein U2B* ' - potato >gi_169589 
(M72892) spliceosomal protein [Solanum tuberosum] 

229351 

LIB3196-030-P1-M1-E8 

BLASTX 

g4539660 

324 

3.0e-30 

116 

53 

(AF061282) polyprotein [Sorghum bicolor] 
229352 

LIB3196-030-P1-M1-F2 

BLASTX 

g4008159 

557 

2.0e-57 

115 

90 

(AB015601) DnaJ homolog [Salix gilgiana] 



)6-030-Pl-Ml-F3 

)69 

13 



22935,3 
LIB319( 
BLASTX 
g22450( 
435 

3.0e-4: 
117 
66 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
229354 

LIB3196-030-P1-M1-F8 

BLASTX 

g4204684 

284 

l.Oe-25 

58 

90 

{AF102542) beta-1, 6-N-acetylglucosaminyltransf erase [Homo 
sapiens] >gi_4511881_gb_AAD21525 . 1_ (AF038650) core 2/core 
4 beta-1, 6-N-acetylglucosaminyltransf erase; core 2/4-GnT 



32865 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST -score 
E value 
Match length 



[Homo sapiens] 
229355 

LIB3196-030-P1-M1-F9 

BLASTX 

g4336205 

530 

2.0e-54 

113 

84 

(AF077372) cytochrome b5 reductase [Zea mays] 
229356 

LIB3196-030-P1-M1-G10 

BLASTX 

gl076291 

175 

l,0e-12 

117 

36 

amino acid transporter AATl - Arabidopsis thaliana 
>gi_2911069_emb_CAA17531_ {AL021960) amino acid transport 
protein AATl [Arabidopsis thaliana] 

229357 . 

LIB3196-030-P1-M1-G12 

BLASTX 

g3122072 

530 

2.0e-54 

105 

98 

ELONGATION FACTOR 1-ALPHA 1 (EF-l-ALPHA-1 ) (ELONGATION 

FACTOR TU) (EF-TU) >gi_2119922_pir 150226 elongation 

factor 1 alpha - chicken >gi_488468 (L00677) elongation 
factor 1 alpha [Gallus gallus] 

229358 

LIB3196-030-P1-M1-G2 

BLASTX 

g3915742- 

488 

2.0e-49 

116 

84 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

229359 

LIB3196-030-P1-M1-G5 
BLASTX 

gl36479 . 
461 

3.0e-4 6 
90 



32866 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN (TCTP) (P23) 

>gi_8^894"8_pir SO 6590 IgE-dependent histamine-releasing 

factor - human >gi_37496_emb_CAA34200_ (X16064) tumor 
protein (AA 1 - 172) [Homo sapiens] 
>gi_4507669_ref_NP_003286.1_pTPTl_ tumor protein, 
translationally-cont rolled 

229360 

LIB3196-030-P1-M1-G6 

BLASTX 

g2811001 

508 

l.Oe-51 

99 

100 

NUCLEOLAR PROTEIN NOP56 >gi_2230878_emb_CAA72789_ (Y12065) 
hNop56 [Homo sapiens] 

229361 

LIB3196-030-P1-M1-G9 

BLASTX 

gll7501 

513 

2.0e-52 • " 

95 

100 

CALRETICULIN PRECURSOR (CRP55) (CALREGULIN) (HACBP) (ERP60) 
(32 KD RIBONUCLEOPROTEIN AUTOANTIGEN RO/SS-A) 

>gi_87015_pir A37047 calreticulin precursor - human 

>gi_179882 (M84739) calreticulin [Homo sapiens] >gi_337487 
(M32294) Ro ribonucleoprotein autoantigen (Ro/SS-A) 
precursor [Homo sapiens] >gi_1905911 (AD000092) 
calreticulin [Homo sapiens] 

229362 

LIB3196-030-P1-M1-H11 

BLASTX ..... 

g2306917 

371 

l.Oe-35 

83 
89 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229363 

LIB3196-030-P1-M1-H5 

BLASTX 

g2995405 

472 

l.Oe-47 

117 

74 

(Y12432; 



polyprotein [Ananas comosus] 



Seq. No. 



229364 



32867 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-030-P1-M-H6 

BLASTX 

gl346344 

636 

l.Oe-66 

126 

100 

KERATIN, TYPE II CYTOSKELETAL 6A (CYTOKERATIN 6A) (CK 6A) 

(K6A KERATIN) >gi_2119221_pir ^A57398 keratin type II - 

human >gi_908779 {L42583) keratin type II [Homo sapiens] 



229365 

LIB319.6 

BLASTX 

g284691 

204 

4.0e-16 

51 

80 

transcr 
(X61507 



-030-P1-M1-H8 



iption factor ATF-4 - mouse >gi_50050_emb_CAA43723_ 
) activating transcriptionn factor 4 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

blast' score 

E value 

Match length 

% identity 

NCBI Description 



229366 

LIB3196-031-P1-M1-A4 

BLASTX 

g432977 

584 

l.Oe-60 

124 

93 

(M75884 
>gi_450 



) sterol carrier protein-2 [Homo sapiens] 
6823_ref_NP_002970. l_pSCP2_ sterol carrier protein 



229367 

LIB3196-031-P1-M1-A5 

BLASTX 

g2605714 

448 

l.Oe-44 

124 

47 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229368 

LIB3196-031-P1-M1-B11 

BLASTX 

gl22085 

527 

6.0e-54 
124 

85 ' 

HfSTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis. 

thaliana >gi_82482_pir S04099 histone H3 {variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 



32868 



3=y 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AA 1-136) [Oryza sativa]. >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 {M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 {M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (054827) histone H3 
homolog [Brassica napus] >gi__1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

229369 

LIB3196-031-P1-M1-B3 

BLASTX 

g2497539 

604 " . 

5.0e-63 

122 

98 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_l 69703 
(M64736) ATPrpyruvate phosphotransferase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229370 

LIB3196-031-P1-M1-B4 

BLASTX 

gl25077 

158.. 

l.Oe-10 ' • • • ' 

31 

100 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA3278 6_ {X14640) keratin 
13 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229371 

LIB3196-031-P1-M1-B6 

BLASTX 

gl67311 

492 

7.0e-50 
93 

100 . 

(M83301) 2S albumin storage protein [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 



229372 

LIB3196-031-P1-M1-B8 
BLASTX 



32869 



NCBI GI g4200327 

BLAST score 485 

E value 4.0e-49 

Match length 94 

% identity 97 

NCBI Description (AL022313) thioredoxin [Homo sapiens] 

Seq. No. 229373 

Seq. ID ' LIB3196-031-P1-M1-C1 

Method BLASTX 

NCBI GI g2 652938 

BLAST score 24 8 

E value 3.0e-21 

Match length 62 

% identity 45 

NCBI Description (Z47554) orf [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
^E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229374 

LIB3196-031-P1-M1-C10 

BLASTX 

g87333 

383 

4.0e-37 
115 ■ 
70 

DNA-binding protein B - human (fragment) >gi_1814 8 6 * 
(M24070) DNA-binding protein B [Homo sapiens] 

229375 

LIB3196-031-P1-M1-C12 

BLASTX 

gl25080 

353 

l.Oe-33 

69 

100 

KERATIN,. TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4 504 913_ref_NP_0 00517. l_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. 

Seq. ID 

Method 

NCBI ^GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229376 

LIB3196-031-P1-M1-C5 
BLASTX 
gl363944 
669 
-t.Oe-70 
133 
99 

type I keratin 16 - human >gi_1195531__bbs_172338 {S79867] 
type I keratin 16, K16 [human, epidermal keratinocytes. 
Peptide, 473 aa] [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



229377 

LIB3196-031-P1-M1-C7 
BLASTX 



32870 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method _ 
NCBI GI 
BLAST score 
E value 
Match length 
'% identity 
NCBI Description 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g.4432821 
161 

3.0e-ll 

80 

50 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 

229378 

LIB3196-031-P1-M1-D11 

BLASTX 

gl37580 

407 

6.0e-40 

78 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) {CLONE C72) 

>gi_7228 6_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

229379 

LIB3196-031-P1-M1-D12 

BLASTX 

g2492517 

352 

l.Oe-60 

127 

98 

2 6S PROTEASE REGULATORY SUBUNIT 6B (TAT-BINDING PROTEIN-7) 
(TBP-7) >gi_1395186_dbj_BAA09340_ (D50695) proteasomal 
ATPase (Tat-binding protein7) [Rattus norvegicus] 

229380 

LIB3196-031-P1-M1-D3 " 
BLASTX ' 
gl25077 
154 

3.0e-10 

30 

100 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal , 

long form - human >gi_34033_emb_CAA32786_ (X14640) keratin 
13 [Homo sapiens] 

229381 

LIB3196-031-P1-M1-D4 

BLASTX 

g4539005 

592 

l.Oe-61 
125 

86 • 

(AL049481) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 



229382 



32871 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-031-P1-M1-D6 

BLASTX 

g3334147- 

228 

l.Oe-35 

117 

60 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 
chitinase [Gossypium hirsutum] 



(U60197) class I 



229383 

LIB3196-031-P1-M1-D7 

BLASTX 

g3549652 

246 

5:0e-21 

88 

66 

(AJ224 982) MAP3K epsilon protein kinase [Arabidopsis 
thaliana] 

229384 

LIB3196-031-P1-M1-D9 

BLASTX 

g3738288 

163 

3.0e-ll 
105 

43 * 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 

229385 

LIB3196-031-P1-M1-E10 

BLASTX 

gl37473 

264 

4.0e-23 

100 

61 

VACUOLAR ATP SYNTHASE SUBUNIT'E (V-ATPASE E SUBUNIT) 

(V-ATPASE 31 KD SUBUNIT) (P31) >gi_89601_pir A31335 

H+-transporting ATPase (EC 3.6.1.35) 31K chain, vacuolar - 
bovine >gi_163132 (J03244) H+ ATPase 31kDa subunit (EC 
3.6.1.3) [Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229386 

LIB3196-031-P1-M1-E12 

BLASTX 

g3319882 

383 

5.0e-37 

77 

95 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



32872 



Seq. No. 

'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229387 

LIB3196-031-P1-M1-E2 

BLASTX'. - 

g992706 

174 

l.Oe-12 

36 

86 

(U33758) UBC13 [Arabidopsis thaliana] 



O C • IN . 


229388 






Qfi-IT^I -PI -Ml -F'^ 




Method 


BLASTX 




NCBI GI 


g28595 
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E value 


7.0e-23 




Match length 


123 






J u 
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InV^DX \jX 
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E value* 


X . ue Dz 




Match length , 


124 




% identity 


95 




LNk^DX UcoCXTXpcXOn 




i V W Hj I 




pnospnogxyceraue Kinase ^cjv^ z. / .z.j;, cynosoxic 


wheat 




>gi ziojo emu uaaooouz {aio^oZ} pnospnogiyceratie 


kinase 




(AA 1 - 401) [Triticum aestivum] 




Seq. No. 


229391 




Seq. ID 


LIB3196-031-P1-M1-E7 




Method 


BLASTX 




NCBI GI 


g683553 




BLAST score 


220 ' 




E value 


5.0e-18 




Match length 


102 




% identity 


49 




NCBI Description 


(Z48450) oleosin-like protein [Citrus sinensis] 






>gi_1582679_prf 2119230A oleosin homolog [Citrus 


sinens: 


Seq. No. 


229392 




Seq. ID 


LIB3196-031-P1-M1-F10 




Method 


BLASTX 





32873 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500813 
606 

3..0e-63 

131 

93 

NUCLEAR PROTEIN SKIP (SNWl PROTEIN) >gi_1236986 
nuclear protein Skip [Homo sapiens] >gi 3417599 



(U51432) 
(AF045184] 



nuclear receptor coactivator NCoA-62 [Homo sapiens] 
229393 

LIB3196-031-P1-M1-F2 

BLASTX 

gll2925 

146 

3„0e-09 

93 

39 

41-2 PROTEIN ANTIGEN PRECURSOR >gi_320938_pir A45503 41-2 

protein antigen precursor - Plasmodium falciparum 
>gi_160039 (J04656) 41-2 protein antigen [Plasmodium 
falciparum] 



Seq. No. 


229394 




Seq. ID 


LIB3196- 


■031-P1-M1-F4 - 


Method 


BLASTX 




NCBI GI 


gl67367 




BLAST score 


435 




E. value 


4.0e-43 




Match length 


95 




% identity 


87 




NCBI Description 


(L08199) 


peroxidase [Gossypium hirsutum] 


Seq. No. 


229395 




Seq. ID 


LIB3196- 


031-P1-M1-F6 


Method 


BLASTX 




NCBI GI 


gl37578 




BLAST score 


610 




E value 


l.Oe-63 




Match length 


129 




% identity 


89 




NCBI Description 


VICILIN 


PRECURSOR (ALPHA-GLOBULIN A) (CLONE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229396 

LIB3196-031-P1-M1-F7 

BLASTX 

gl351722 

220 

6.0e-18 

121 

39 

HYPOTHETICAL 29.7 KD PROTEIN C18G6.06 IN CHROMOSOME I 
>gi_1122371_emb_CAA92386_ (Z68198) hypothetical protein 



32874 



[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229397 

LIB3196-031-P1-M1-G4 

BLASTX 

gl518540 

591 

2.0e-61 

127 

89 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
229398 

LIB3196-031-P1-M1-G6 

BLASTX 

g4567303 

382 

6.0e-37 

77 

86 

(AC005956) unknown protein [Arabidopsis thaliana] 

2293^9 ' ' 

LIB3196-031-P1-M1-G7 

BLASTX 

gl336807 

268 

l.Oe-23 

96 

60 

(S81193) CEN=GTP-binding protein homolog 
[Antirrhinum=snapdragons, Peptide, 181 aa] [Antirrhinum] 
>gi_1587482_prf 2206476A CEN gene [Antirrhinum sp.] 

229400 

LIB3196-031-P1-M1-G8 

BLASTX 

gl37578 

643 

l.Oe-67 

124 

99 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) 



(CLONE GC72-A) 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf^ 1410330A vicilin gene A 

[ Saguinus oedipus ] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229401 

LIB3196-031-P1-M1-H1 

BLASTX 

g4539660 

449 

8.0e-45 

124 

66 



32875 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI \ 

blast' score 

E value 

Match length • 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF061282) polyprotein [Sorghum bicolor] 
229402 

LIB3196-031-P1-M1-H11 

BLASTX 

gl37578 

503 

4.0e-51 

129 

78 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 {M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf ^^1410330A vicilin gene A 

[Saguinus oedipus] 

229403 

LIB3196-031-P1-M1-H5 

BLASTX 

g3386610 

160 

l.Oe-20 

85 

58 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 
229404 

LIB3196-031-P1-M1-H7 

BLASTX . 

g386850 

250 

9.0e-22 

74 

72 

(M19723) keratin K5 [Homo sapiens] 
229405 

LIB3196-032-P1-M1-A10 

BLASTX 

g2072972 

483 

2.0e-58 

122 

85 

(U93572) putative pl50 [Homo sapiens] 



229406 

LIB3196-032-P1-M1-A11 

BLASTX 

g3192969 

570 

4.0e-59 

109 

99 

(AF043106) sarco/endoplasmic 
norvegicus] 



reticulum Ca2+-ATPase [Rattus 



32876 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229407 
''LIB3196-032-P1-M1-A2 

BLASTX vv. • 

gl26156 

520 

4.0e-53 

100 

100 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi__1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229408 

LIB3196-032-P1-M1-A3 

BLASTX 

gl29034 

523 

2.0e-53 

102 

96 

2- OXOISOVALERATE DEHYDROGENASE BETA SUBUNIT PRECURSOR 
(BRANCHED-CHAIN ALPHA- KETO ACID DEHYDROGENASE COMPONENT 

.BETA CHAIN (El)) (BCKDH El-BETA) >gi_105120_pir ^A37157 

3- inethyl-2-oxobutanoate dehydrogenase (lipoamide) (EC 
1.2.4.4) El-beta chain precursor - human >gi_17 9362 
(M55575) branched chain alpha-keto acid dehydrogenase 
El-beta subunit [Homo sapiens] >gi_2194 93_dbj_BAA14 389_ 
(D90391) E-l-beta subunit [Homo sapiens] >gi_1480477 
(U50708) branched chain alpha-ketoacid dehydrogenase El 
beta subunit [Homo sapiens] 

>gi_4557353_ref_NP_000047,l_pBCKDHB_ -branched chain keto 
acid dehydrogenase El, beta polypeptide precursor 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229409 

LIB3196-032-P1-M1-A5 

BLASTX 

g399365 

459 

3.0e-46 

89 

100 

ALDEHYDE DEHYDROGENASE, DIMERIC NADP- PREFERRING (CLASS 3) 
>gi_178402 (M74542) aldehyde dehydrogenase type III [Homo 
sapiens] >gi_4 502035_ref_NP_000682 . l_pALDH3_ .aldehyde 
dehydrogenase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 



229410 

LIB3196-032-P1-M1-A9 

BLASTX 

g683553 

203 

6.0e-16 

•98 



32877 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



48 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679^prf 2119230A oleosin homolog [Citrus sinensis] 

'229411 • 
LIB3196-032-P1-M1-B11 
BLASTX 
g3914977 
265 

3.0e-23 

52 

96 

SERINE/THREONINE-PROTEIN KINASE SGK 
(SERUM/GLUCOCORTICOID-REGULATED KINASE) 

>gi_1834511_emb_CAA71138_ (Y10032) serine/threonine protein 
kinase [Homo sapiens] >gi_24 63201_emb_CAA0414 6_ (AJ000512) 
serine/threonine protein kinase [Homo sapiens] 



o c q . ln o . 


Z Z ^ 4 X Z 


oeq . X u 


T TR'^1 0^ — 0*^9 — PI —Ml — R"^ 
XiXoOX^D UOZ IrX IXIX DO 


LYie cnoQ 


RT acjTY 


IN V_« O J. \J JL 


•..y *i *i u U O VJ X 




1 Q9 
X 


E value 


X . ue X fi. 


Match length 


57 


% identity 


63 






o e q . LN o . 


99 Q/ TO 


Seq. ID 


TiTR*^! -Ml -R4^ 


rie unou 


RT ZIQTY 




y Z D D D -7 X 


BLAST score 


168 


E value 


4.0e-12 


Match length 


68 


% identity 


53 


NCBI Description 


OLEOSIN 16.4 KD >gA_167361 




[Gossypium hirsutum] 


Seq. No. 


229414 


Seq. ID 


LIB3196-032-P1-M1-C2 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


490 


E value 


l.Oe-49 


Match length 


96 


% identity 


99 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 : 




DcARFl [Daucus carota] 


Seq. No. 


229415 


Seq. ID 


LIB3196-032-P1-M1-C4 


Method 


BLASTX 


NCBI GI 


g685073 


BLAST score 


174 


E value 


8.0e-13 


Match length 


39 



32878 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11 

SPRC=small proline-rich protein [human, odontogenic 
keratocysts. Peptide Partial, 161 aa] 

229416 

LIB3196-032-P1-M1-D10 

BLASTX 

g730922 

573 

2.0e-59 

113 

97 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-l-ZETA) (CCT-ZETA) 

(TCP20) (HTR3) >gi_627402_pir S48087 chaperonin TCP20 - 

human >gi_517065 (L27706) chaperonin-like protein [Homo 
sapiens] >gi_450264 3_ref_NP_001753. l_pCCT6_ chaperonin 
containing T-complex subunit 

229417 

LIB3196-032-P1-M1-D12 

BLASTX 

g730922 

321 

3.0e-49 
130 

^81 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-l-ZETA) (CCT-ZETA) 

(TCP20) (HTR3) >gi_6274 02_pir S48087 chaperonin" TCP20 - 

human >gi_517065 (L27706) chaperonin-like protein [Homo 
sapiens] >gi_4502643_ref_NP_001753 .*l_pCCT6_ chaperonin 
containing T-complex subunit 

229418 

LIB3196-032-P1-M1-D6 

BLASTX 

g4185819 

192 

l.Oe-14 

47 

68 

(AF116845) metallothionein-like type 1 protein [Ipomoea 
batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



229419 

LIB3196-032-P1-M1-D7 

BLASTX 

g4220474 

451 

4.0e-45 

102 

90 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 

229420 

LIB3196-032-P1-M1-D8 
BLASTX 



32879 



NCBI GI 


al336807 


BLAST score 


293 


E value 


l.Oe-26 




106 

X W V 




58 
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^yx xjL)/*zo^ ^xx ^^wuM / urt ^CjLn ycim r\i iLXXxiixii mil o p • j 


Sf^rr No 


229421 


o • XL/ 


±JX1J.JXi7LI Lf«J^ £^X i. J X ^ 




BLASTX 


NCBI GI 


g2137308 


BLAST score 


272 


R 1 HP 

ill V Gi J, 


9 . Oe-45 




QQ 




Q5 


NCRI Dpscrini" ion 


G orotein beta subni t like — mou«;p >rri 47501 9 dhn RAAOfil R5 




\uc.^O\j£.} \3 ^x^JUcXli UCLd oUjJUXL XXJte l_lYlUt> IUU.oL.UXU.oJ 


Sea No 


229422 

^ ^ 


Seq, ID • 


LIB3196-032-P1-M1-E1 


Method 


BLASTX 


NCBI GI 


g3062801 " . 




'^47 


Cj V a. X uc 


4 Op-"^*^ 






^ XLldlL-XL.^ 


6P 

v? O 


LNV,^OX l-^'C Ox-rX X^ u XvJIl 


vM.Dux^o dxtyxiiiiic u.cCa.xij(jxyxd.oe [iNxcouxana syxvesurxsj 


spa No 


229423 


Seq. ID 


LIB3196-032-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


gl263291 


o ijn,tD 1, o^^xc 


412 


£j V dx 


X . Uc 4 U 




ft 


% iH^n"l~'i+"\/ 

^ XUdlUXL.^ 






^u4^ftoz; axconox aenyurogenase zd Luossypiuin n.irsur.uin.j 


Spa Nn 


229424 


Sprr TD 


xixoox^u \j ^ £. irx fix 


Method 


BLASTX 


NCBI GI 


gl256259 


BLAST score 


427 


Xj V d X Lie 


Op-4? 




^ u 


^ XLlCllL,Xuy 




Kir^RT noQoyi of" 1 on 

INV^OX L^C O ^X X^ L. X^i 1 


/TTRnQMn^ Trol't~is/^o — ^ooon^oiT^ cannon ol^annol o t*^*!" o t F Qt^ t a z*' "i a 
VUJL/C7uu^ vfjxLdyt:? vucs^ciiu^iiL, diiXLJii Oiidiiii(:?x ^XvJLtrXii [OLJXiidOXd 




oT OT^ao^^a 1 
L'X^X dOcdJ 


Seq. No. 


229425 


Seq. ID 


LIB3196-032-P1-M1-E7 


Method 


BLASTX 


NCBI GI 


g2662341 


BLAST score 


489 


E value 


l.Oe-49 



32880 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
100 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

229426 

LIB3196-032-P1-M1-E9 

BLASTX 

g2833280 

542 

8.0e-56 

110 

94 

NADH-UBIQUINONE OXIDOREDUCTASE 39 KD SUBUNIT PRECURSOR 
(COMPLEX I-39KD) (CI-39KD) 

229427 

LIB3196-032-P1-M1-F1 

BLASTX 

gll9354 

215 

9.0e-18 

49 

90 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) ->gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_einb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229428 

LIB31-96-032-P1-M1-F10 

BLASTX 

g2879811 

481 

2.0e-48 

94 

95 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
229429 

LIB3196-032-P1-M1-F2 

BLASTX 

g291888 

283 

l.Oe-39 

84 

88 

(L16510) cathepsin B [Homo sapiens] 
>gi_4503139_ref_NP_001899. l_pCTSB_ cathepsin B 

229430 

LIB3196-032-P1-M1-F6 

BLASTX 

gl06323 



32881 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



477 

4.0e-48 

129 

65 

hypothetical protein 



(LIH 5' region) - human 



229431 

LIB3196 

BLASTX 

g391574 

372 

4.0e-53 
119 • 
91 

LEGUMIN 
(M69188 
>gi_4 44 
[Gossyp 



■032-P1-M1-F8 



A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
) legumin A [Gossypium hirsutum] 

320_prf 1906369A legumin A:ISOTYPE=D alloallele 

ium hirsutum] 



229432 

LIB3196-032-P1-M1-G11 " 

BLASTX 

gl37578 

455 

1.0e^4.5 

110 

85 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229433 

LIB3196-032-P1-M1-G12 

BLASTX 

g4432846 

454 

2.0e-45 

124 

68 

(AC006283) unknown protein [Arabidopsis thaliana] 
229434 

LIB3196-032-P1-M1-G3 

BLASTX 

g3212869 

201 

3.0e-16 

41 

83 

(AC004005) unknown protein [Arabidopsis thaliana] 
229435 

LIB3196-032-P1-M1-G4 
BLASTX 



32882 



NCBI GI 

BLAST score 

E 'value 

Match length 

% identity 

NCBI Description 



g2623304 
148 

8.0e-10 

66 

48 

(AC002409) similar to Medicago nodulin N21 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229436 

LIB3196-032-P1-M1-G7 
BLASTX 
:gll71035 
171 

2.0e-12 

43 

72 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 PKIWI504 

>gi_1086021_pir S48038 metallothionein-like protein - kiwi 

fruit >gi_450245 (L27813) metallothionein-like protein 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229437 

LIB3196-032-P1-M1-G9 

BLASTX 

g662366 - 

172 

l.Oe-12 

60 

55 

(L39786) conglutin gamma 
>gi_666056_emb_CAA4 6552_ 
angustifolius] 



[Lupinus angustifolius] 

{X65601) conglutin gamma [Lupinus 



Seq. No. 


229438 


Seq. ID 


LIB3196-032-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


648 ■ 


E value 


4.0e-68 


Match length 


132 


% identity 


92 


NCBI Description 


(U91995) Argonaute protein 


Seq. No. 


229439 


Seq. ID 


LIB3196-032-P1-M1-H2 


Method 


BLASTX 


NCBI GI 


gl304227 


BLAST score 


54 4 


E value 


5.0e-56 


Match length 


116 


% identity 


84 


NCBI Description 


(D63781) Epoxide hydrolase 




>gi_2 764804 _emb_CAA5 5 2 9 3_ 




[Glycine max] 


Seq. No. 


229440 


Seq. ID 


LIB3196-032-P1-M1-H6 



(X78547) epoxide hydrolase 



32883 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SeqV No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g302384'; 

402 

2.0e-39 

90 

45 

GUANINE 
PROTEIN* 
. subunit- 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_2385376_emb_CAA69934_ {Y08678) G protein beta 
like [Medicago sativa] 



229441 

LIB3196-033-P1-M1-A11 

BLASTX 

g3334115 

381 

7.0e-37 

78 

95 

ADP^ATP CARRIER PROTEIN 1 PRECURSOR {ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 

2294 42 

LIB3196-033-P1-M1-A12 • 

BLASTX 

g2980784 

224 

l.Oe-18 

91 

53 

(AL022198) puative protein [Arabidopsis thaliana] 
229443 

LIB3196-033-P1-M1-A3 

BLASTX 

gl26156 

488 

2.0e-49 

97 

100 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229444 

LIB3196-033-P1-M1-A4 

BLASTX 

g.l26156 

488 ' 

2.0e-4 9 ^ . 

97 

100 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 



32884 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.*' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gijl67373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229445 

LIB3196-033-P1-M1-A5 

BLASTX 

gl06322 

205 

2.0e-16 

104 

45 

hypothetical protein (LIH 3' 



region) - human 



229446 

LIB3196-033-P1-M1-A7 

BLASTX 

g4539335 

430 

l.Oe-42 

116 

69 

(AL035539) putative protein [Arabidopsis thaliana] 
229447 

LIB3196-033-P1-M1-B10 

BLASTX 

g3868758 

347 

7.0e-33 

87 

75 

(D89802) elongation factor IB gamma [Oryza sativa] 
229448 

LIB3196-033-P1-M1-B2 
BLASTX ' 
g4097712 
719 

2.0e-76 

125 

99 

(U67322) HBV associated factor [Homo sapiens] 
229449 

LIB3196-033-P1-M1-B3 - ■ 

BLASTX 

gl469930 

286 

l.Oe-25 

92 

68 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 



32885 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229450 

LIB3196-033-P1-M1-B6 

BLASTX 

gl37580 

561 

5.0e-58 

120 

91 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) 

>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

229451 

LIB3196-033-P1-M1-B8 

BLASTX 

g2736288 

574 

2.0e-59 

118 

87 

(AF031080) isopentenyl diphosphate isomerase II 
[Camptotheca acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229452 

LIB3196-033-P1-M1-B9 

BLASTX 

g3914449 

606 

3.0e-63 

118 

100 

26S PROTEASE REGULATORY SUBUNIT 7 (2 6S PROTEASOME SUBUNIT 
7) >gi_3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 

2294 53 

'LIB3196-033-P1-M1-C1 
BLASTX 
g4566614 
328 

l.Oe-30 

89 

71 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

^E value 

Match length 

% identity 

NCBI Description 



2294 54 

LIB3196-033-P1-M1-C10 

BLASTX 

g3953471 

384 

3.0e-37 

109 

61 

(AC002328) F2202.16 [Arabidopsis thaliana] 



32886 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229455 c 

LIB3196-033-P1-M1-C11 

BLASTX 

gl709990 

239 

3.0e-20 

50 

88 

60S RIBOSOMAL PROTEIN L35A 
229456 

LIB3196-033-P1-M1-C3 

BLASTX 

gl30582 

186 

5.0e-14 

107 

36 

RETROVIRUS-RELATED POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342_pir S04273 hypothetical protein - common 

tobacco >gi_2004 5_emLb_CAA32025_ (X13777) ORE [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229457 

LIB3196-033-P1-M1-C4 

BLASTX 

g3769300 

203 

5.0e-16 

58 

66 

(AB018552) AtRERlC [Arabidopsis thaliana] 
229458 

LIB3196-033-P1-M1-C5 

BLASTX ^ . . • ■ 

gl352440 

262 

6.0e-23 

56 

79 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-4F 25 KD SUBUNIT) 
(EIF-4F P26 SUBUNIT) >gi_1002915 (U34597) p26 [Oryza 
sativa] 

229459 

LIB3196-033-P1-M1-C6 

BLASTX 

gl37580 

554 

4.0e-57 

107 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) 
>gi_72286_pir FWCNAB alpha-globulin B precursor (clone 



32887 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

2294 60 ^'t- 

LIB3196-033-P1-M1-C9 — 

BLASTX 

g2119228 

188 

3.0e-14 

67 

60 

keratin K4a - human (fragment) >gi_313159_emb_CAA47914_ 
(X67683) keratin K4a [Homo sapiens] 

229461 * • - 

LIB3196-033-P1-M1-D10 

BLASTX 

gl22106 

370 

l.Oe-35 

75 

100 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi' 81642 pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] .>gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

229462 

LIB3196-033-P1-M1-D11 

BLASTX 

gl843527 

319 

l.Oe-29 

91 

74 

(U73747) annexin [Gossypium hirsutum] 
229463 

LIB3196-033-P1-M1-D2 

BLASTX 

gl78685 

265 

3.0e-23 

82 

65 

(J03569) lymphocyte activation antigen [Homo sapiens] 



32888 



>gi_4 50514 l_ref_NP_002385.1_pMDUl_ antigen identified by 
monoclonal antibodies 4F2, TRAl.lO, TR0P4, and T43 





2294 64 


Seq. ID 


LIB3196-033-P1-M1-D4 


Method 


BLASTX 




\U \J \J \J ^ ^ 
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BLASTX 
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g3914191 
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Seq. No. 


229466 


Ofapr rn 


T TR'^1 Qfi — D'^'^ — Pi —Ml — nfi 
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Seq. No. 


229467 


O . XL/ 


T.TR'^l Qfi-D'^'^-Pl -Ml -Fl 1 

J->XOOXI7uUOO£rXiuXrjXX , 




RT ac;TY 

ijXii-iO 1 A. 


1>1V_,DX oX 






J J -J 


E value 


X . ue J J 


LYiaucn xeny L.n 


1 fiQ 
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T> X v^c:;ii L. X L. y 


fin 
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\t\\^u\jDo^ / } unKiiuwn pxuuexn [H.rajjxaopsxs unaxxanaj 


Seq. No. 


229468 


Seq. ID 


LIB3196-033-P1-M1-E3 


Method 


BLASTX 


NCBI GI 


g3510297 


BLAST score 


171 


E value 


3.0e-12 


Match length 


31 


% identity 


97 


NCBI Description 


(AB006746) hMmTRAlb [Homo sapiens] >gi 4092081 (AF098642) 



32889 



phospholipid scramblase; plasma membrane phospholipid 
scramblase [Homo sapiens] 



Seq. No. 229469 

Seq/ ID LIB3196-033-P1-M1-E4 

Method BLASTX 

NCBI GI g225581 

BLAST score 370 

E value l.Oe-35 

Match length ' 88 

% identity 86 

NCBI Description storage protein C94 [Saguinus oedipus] 

Seq. No. 229470 

Seq. ID LIB3196-033-P1-M1-F1 

Method BLASTX 

NCBI GI g2739008 

BLAST score 389 

E value 7.0e-38 

Match length 110 

% identity 71 

NCBI Description (AF022463) CYP78A3p [Glycine max] 

Seq. No. 229471 

Seq. ID LIB3196-033-P1-M1-F11 

Method BLASTX 

NCBI GI gl049086 

BLAST score 330 

E value,. 7.0e-31 

Match length 62 

% identity 100 

NCBI Description (U30829) SRp55-3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229472 

LIB3196-033-P1-M1-F6 

BLASTX 

g3128225 

220 . ^- . 

5.0e-18 

66 

68 

(AC004077) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229473 

LIB3196-033-P1-M1-F8 

BLASTX 

gl20676 

351 

2.0e-41 

113 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82165_pir ^C24 4 30 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (phosphorylating) {EC 1.2.1.13) C, 
cytosolic - common tobacco (fragment) >gi_170241 {M14419) 
glyceraldehyde-3-phosphate dehydrogenase [Nicotiana 
tabacum] 



32890 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229474 

LIB3196-033-P1-M1-F9 

BLASTX 

g4097579 

290 

2.0e-26 

63 

87 

(U64922) NTGPl [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST! score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229475 

LIB3196-033-P1-M1-G1 

BLASTX 

g4335731 

205 

3.0e-16 

90 

41 

(AC006248) putative polyprotein [Arabidopsis thaliana] 
229476 

LIB3196-033-P1-M1-G11 - 

BLASTX 

g4263787 

318 

2.0e-29 
112 

57 - . 

(AC006068) unknown protein |Arabidopsis thaliana*] 
229477 

LIB3196-033-P1-M1-G12 

BLASTX 

g4263787 

218 

9.0e-18 

109 

48 

(AC006068) unknown protein [Arabidopsis thaliana] 
229478 

LIB3196-033-P1-M1-G3 

BLASTX 

g2961300 

486 

3.0e-49 

100 

92 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
229479 

LIB3196-033-P1-M1-G8 

BLASTX 

g4006829 

374 

2.0e-36 



32891 



Match length 

% identity 

NCBI Description 

•Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



8-4 
86 

(AC005970) 



putative protein kinase [Arabidopsis thaliana] 



229480 

LIB3196-033-P1-M1-G9 

BLASTX 

gl710401 

167 

3.0e-12 

56 

55 * 

RIBONUCLEOSIDE-DI PHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_104 4 912_emb_CAA63194_ (X924 4 3) ribonucleotide reductase 
R2 [Nicotiana tabacum] 
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NCBI ■ Description 


(AB020720) 'KIAA0913 protein [Homo sapiens] 




99Q4R9 




XiXDOX^O uoo trx rix flXX 


fit; L.I1UU. 


RT a^TY 


IN O J. \J A. 


rrft 1 

y o X J *i o 






E value 




Match length 


106 


% identity 


99 


NCBI Description 


alpha-globulin type B precursor (tandem 1) 




(fragment) 


Seq. No. 


229483 


Seq. ID 


LIB3196-033-P1-M1-H12 


Method 


BLASTX 


NCBI GI 


gll69475 


BLAST score 


332 


E value 


4 .Oe-31 


Match length 


63 


% identity 


100 


NCBI Description . 


ELONGATION FACTOR 1-ALPHA 1 (EF- 1 -ALPHA- 1 ) 




FACTOR TU) (EF-TU) >gi_556301 (M22432) elo 




[Mus musculus] 


Seq. No. 


229484 


Seq. ID 


LIB3196-033-P1-M1-H3 


Method 


BLASTX 


NCBI GI 


g4455179 


BLAST score 


239 


E value 


3.0e-20 


Match length 


112 



- upland cotton 



(ELONGATION 



32892 



% identity 

NCBI Description 



47 

(AL035521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229485 

LIB3196-033-P1-M1-H6 

BLASTX 

g2498434 

511 

5.0e-52 

110 

14 

HIGH DENSITY LIPOPROTEIN BINDING PROTEIN (HDL-BINDING 

PROTEIN) >gi_345882_pir ^A44125 high density 

lipoprotein-binding protein, llOK - human >gi_183892 
(M64098) high density lipoprotein binding protein [Homo 
sapiens] 

229486 

LIB3196-033-P1-M1-H9 

BLASTX 

gl346766 

195 

4.0e-15 

108 

38 

"'26S PROTEASOME REGULATORY SUBUNIT S14 (P31) 

>gi_1362741_pir S56108 multicatalytic endopeptidase 

complex (EC 3.4.99.4 6) regulatory chain 31 - human 
>gi_1037164_dbj_BAA07237_ {D38047) 26S proteasome subunit 
p31 [Homo' sapiens] >gi_3702282 (AC005789) PP31_HUMAN [Homo 
sapiens] >gi_4506233__ref_NP_002803 . 1_pPSMD8_ proteasome 
(prosome, macropain) 26S subunit, non-ATPase, 

229487' 

LIB3196-034-P1-M1-A1 

BLASTX 

gl37578 

411 

2.0e-40^- 

100 

45 

VICILIN PRECURSOR {ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229488 

LIB3196-034-P1-M1-A11 

BLASTX 

g4467804 

600 

2.0e-62 

122 

95 

(AL031678) TGM3 ( PROTEIN-GLUT AMINE GLUTAMYLTRANSFERASE E3 



32893 



PRECURSOR (EC 2.3,2.13) (TGASE E3) (TRANSGLUTAMINASE 3).) 
[Homo sapiens] 



Seq. No. 


229489" 


>Seq. ID 


LIB31 96-034 -P1-M1-A2 






IN ^ O ± \JX 
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Seq. No. 


229490 


Seq. ID 


LIB3196-034-P1-M1-A6 


Method 


BLASTX 


NCBI GI 


gl25077 


BLAST score 


142 


E value 


4.0e-09 


Match length 


90 


% identity 


43 


NCBI Description 


KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) 



13). >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA327 8 6_ (X14640) keratin 
13 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID.. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



229491 

LIB31 96-034 -P1-M1-A7 

BLASTX 

gll8458 

408 

5.0e-40 

119 

73 

DESMOPLAKIN 
desmoplakin 



I AND II (DPI AND DPII) 
[Homo sapiens] 



>gi_181608 (J05211) 



.229492 

LIB3196-034-P1-M1-A8 

BLASTX 

g730645 

400 

4.0e-39 

91 

88 

40S RIBOSOMAL PROTEIN S15 >gi_62 955 6_pir S43412 ribosomal 

protein S15 - Arabidopsis. thaliana >gi_313152_emb_CAA80679 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

229493 

LIB3196-034-P1-M1-A9 
BLASTX 



32894 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3811383 
169 

5.0e-12 

115 

34 

(AF100956) Sacm21 [Mus musculus] 
229494 

LIB3196-034-P1-M1-B11 

BLASTX 

g3549657 

213 

3.0e-17 

89 

46 

(AL031394) putative protein [Arabidopsis thaliana] 
229495 

LIB3196-034-P1-M1-B2 

BLASTX 

g4490728 

286 

l.Oe-25 

75 

71 

(AL035709) putative protein [Arabidopsis thaliana] 
229496 

LIB3196-034-P1-M1-B4 

BLASTX 

gl352450 

561 

6.0e-58 

112 

100 

INTERLEUKIN-1 ALPHA PRECURSOR (IL-1 ALPHA)" 
(HEMATOPOIETIN-1) >gi_644806 (U19844) interleukin-1 alpha 
[Macaca mulatta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229497 

LIB31 96-034 -P1-M1-B5 

BLASTX 

gl352450 

561 

6.0e-58 

112 

100 

INTERLEUKIN-1 ALPHA PRECURSOR (LL-1 ALPHA) 
(HEMATOPOIETIN-1) >gi_644806 (U19844) interleukin-1 alpha 
[Macaca mulatta] 

229498 

LIB31 96-034 -P1-M1-B6 

BLASTX 

g4240175 

328 

l.Oe-30 



32895 



Match length 
% identity 
-NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
43 

(AB020650) KIAA0843 protein [Homo sapiens] 
229499 

LIB3196-034-P1-M1-B7 

BLASTX 

g231723 

381 

8.0e-37 

73 

100 

CD9 ANTIGEN (27 KD DIPHTHERIA TOXIN RECEPTOR-ASSOCIATED 

PROTEIN) (DRAP27) >gi_104 994_pir ^A42929 CD9 antigen - 

green monkey >gi_218566_dbj_BAA01569_ (D10726) diphtheria 
toxin receptor associated protein [Chlorocebus aetHiops] 

229500 

LIB3196-034-P1-M1-B8 

BLASTX 

gl37578 

437 

2.0e-43 
114 

76 ' ■ ' 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] .>gi_207906 (M18027) alpha- globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 


229501 


Seq. ID 


LIB3196-034-P1-M1-B9 


Method 


BLASTX * 


NCBI GI 


gl67367 


BLAST score 


274 


E value ' 


7.0e-36 


Match length 


105 


% identity 


79 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


229502 


Seq. ID 


LIB3196-034-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


g225580 


BLAST score 


521 


E value 


3.0e-53 


Match length 


119 


% identity 


87 


NCBI Description 


storage protein C72 [Saguinus oedipus] 


Seq. No. 


229503 


Seq. ID 


LIB3196-034-P1-M1-C12 


Method 


BLASTX 


NCBI GI 


g3702293 


BLAST score 


519 



32896 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. *No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-53 

104 

99 

(AC005784) RFX2 HUMAN, 



[AA 620-723] [Homo sapiens] 



229504 

LIB3196-034-P1-M1-C4 

BLASTX 

g441457 

481 

l.Oe-48 

90 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

229505 

LIB3196-034-P1-M1-C5 

BLASTX 

g441457 

481 

l.Oe-48 

90 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

229506 

LIB3196-034-P1-M1-C6 

BLASTX 

g2431769 

234 

l.Oe-19 

57 

81 

(U62752) acidic ribosomal protein Pla [Zea mays] 
229507 

LIB3196-034-P1-M1-D11 

BLASTX 

g2160158 

153 

3.0e-10 

35 

83 

{AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_.T20564 , gb_T4 594 0, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

229508 

LIB3196-034-P1-M1-D3 

BLASTX 

g4220541 

261 

8.0e-23 

112 

55 



32897 



NCBI Description 



(AL035356) Rab geranylgeranyl transferase like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229509 

LIB3196-034-P1-M1-D4 

BLASTX 

g3334115 

288 

6.0e-26 

117 

59 

ADP.ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



229510 

LIB3196-034-P1-M1-D8 

BLASTX 

g2687726 

314 

5.0e-29 

101 

57 

(AJ003246) 
max] 



2 ' -hydroxydihydrodaidzein reductase. [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229511 

LIB3196-034-P1-M1-D9 

BLASTX 

gl26156 

395 

2.0e-38 

74 

100. 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134 ) 
>gi 72288 pir -FWCNBB beta-globulin B precursor (clone 134) 
- upland cotton >gi_167373 (M16936) vicilin precursor^. 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_^225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229512 

LIB3196-034-P1-M1-E10 

BLASTX 

gl346772 

527 

6.0e-54 

106 

95 

PHOSPHATIDYLINOSITOL TRANSFER PROTEIN BETA ISOFORM (PTDINS 
TRANSFER PROTEIN BETA) (PTDINSTP) (PI-TP-BETA) 
>gi_1060905_dbj_BAA06277_ (D30037) phosphatidylinositol 
transfer protein [Homo sapiens] 



Seq. No. 
Seq. ID 



229513 

LIB3196-034-P1-M1-E11 



32898 - 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI- 
BLAST score 
E value 



BLASTX 

g2833242 

240 

3.0e-20 

122 

49 

G PROTEIN PATHWAY SUPPRESSOR 2 



(GPS2 PROTEIN) 



229514 

LIB3196-034-P1-M1-E2 

BLASTX 

gl346772 

392 

5.0e-38 

106 

74 

PHOSPHATIDYLINOSITOL TRANSFER PROTEIN BETA ISOFORM (PTDINS 
TRANSFER PROTEIN BETA) (PTDINSTP) (PI-TP-BETA) 
>gi_1060905_dbj_BAA06277_ (D30037) phosphatidylinositol 
transfer protein [Homo sapiens] 

229515 

LIB3196-034-P1-M1-E4 

BLASTX 

gl26156 

410 

3.0e-40 

117 

70 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) . 
>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus]- " 

229516 

LIB3196-034-P1-M1-E5 

BLASTX 

gl26156 

148 

8.0e-10 

53 

60 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 
>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 13064 12C storage 

protein C134 [Saguinus oedipus] 

229517 ^ 

LIB31 96-034 -P1-M1-E7 

BLASTX 

gl420936 

554 

3.0e-57 



32899 



Match, length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 

85 - 

(U61396) Vigna unguiculata aspartic proteinase mRNA, 

complete cds . [.Vigna unguiculata] 

229518 

LIB3196-034-P1-M1-F1 

BLASTX 

gl36060 

545 

2. Oe-62 

123 

97 

TRIOSEPHOSPHATE ISOMERASE (TIM) >gi_68420_pir_ISCZTl 
triose-phosphate isomerase (EC 5.3.1.1) 1 - chimpanzee 

>gi_2144541_pir ISHUT triose-phosphate isomerase (EC 

5.3.1.1) - human >gi_37247_emb_CAA4 9379_ (X69723) 
triosephosphate isomerase [Homo sapiens] >gi_176960 
(M57946) triose-phosphate isomerase [Pan troglodytes] 
>gi_339841 (M10036) triosephosphate isomerase (EC 5.3.1.1) 
[Homo sapiens] >gi_1200507 (U47924) triosephosphate 
isomerase [Homo sapiens] >gi_4507645_ref_NP_000356 . l_pTPIl_ 
triosephosphate isomerase 

229519 

LIB3196-034-P1-M1-F11 

BLASTX 

g2398807 

222 

2.0e-18 ' 

69 

62 

(Z99091) 
pombe] 



succinate dehydrogenase [Schizosaccharomyces 



229520 

LIB3196-034-P1-M1-F2 

BLASTX 

gl36117 

433 

6.0e-43 

76 

100 

ORPHAN RECEPTOR TR2 >gi_87334_pir A31521 DNA-binding 

protein TR2 - human >gi_338486 (M21985) steroid receptor 
TR2 [Homo sapiens] 

229521 

LIB3196-034-P1-M1-F4 

BLASTX 

gl36091 

232 

2.0e-19^ 
96 • 
56 

TROPOMYOSIN BETA CHAIN, SKELETAL MUSCLE 
>gi_71600_pir TMRBB tropomyosin beta chain, skeletal 



32900 




3 3 



m 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



gl619300 
315 

3.0e-29 

79 

73 

(X95269) LRR protein [Lycopersicon esculentum] 
230002 

LIB3196-047-P1-M1-C2 

BLASTX 

g2605714 

238 

2.0e-20 

60 

82 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

230003 

LIB3196-047-P1-M1-C4 

BLASTX 

g226407 

218 

5.0e-18 

89 

48 

retrotransposon dell-4 6 [Lilium henryi] 



230004 

LIB3196 

BLASTX 

gl36394 

441 

6.0e-44 

115 

80 

type I 
type I 
Peptide 



■047-P1-M1-C7 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16, K16 [human, "Epidermal keratinocytes, 
473 aa] [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230005 

LIB3196-047-P1-M1-D3 

BLASTX 

g4056432 

187 

2.0e-14 

54 

74 

{AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA58 6281 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230006 

LIB3196-047-P1-M1-D5 

BLASTX 

gl363944 



33001 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



668 

2.0e-70 

133 

100 

type I keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
type I keratin 16, K16 [human, epidermal keratinocytes. 
Peptide, 473 aa] [Homo sapiens] 

230007 

LIB3196-047-P1-M1-D8 

BLASTX 

g2270990 

203 

6.0e-16 

123 

41 

{AF004807) dehydrin [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230008 

LIB3196-047-P1-M1-D9 

BLASTX 

g4056432 

175 

3.0e-13 
60 ■ 
60 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230009 

LIB3196-047-P1-M1-E2 

BLASTX 

g3273828 

220 

5.0e-18 

95 

55 

(AF068686) nodule-enhanced malate dehydrogenase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230010 

LIB31 96-04 7-Pl-Ml-Fl 

BLASTX 

g730932 

511 

5.0e-52 

132 

78 

PROTEIN-GLUTAMINE GLUTAMYL TRANSFERASE E3 PRECURSOR (TGASE 
E3) (TRANSGLUTAMINASE 3) >gi_307504 {L10386) 
transglutaminase E3 [Homo sapiens] 

>gi_4507477_ref_NP_O03236- l_pTGM3_ transglutaminase 3 *{E 
polypeptide , protein-glutamine-gamma-glutamyltrans f erase ) 



Seq. No. 



230011 



33002 



Seq, ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-047-Pl-Ml-Fi2' 

BLASTX 

g481131 

395 

l.Oe-38 

93 

80 

sucrose transport protein SUC2 - Arabidopsis thaliana 
>gi_407092_emb_CAA53150_ (X75382) sucrose-proton symporter 
[Arabidopsis thaliana] 





'J \J \J A. ^ 




Qfi-n47-Pl -M1 -FS 

XlXOiJXi^U \J ^ 1 C A. i i X J- ij 


Method 


BLASTX 


NCBI GI 


g2813965 






Cj V d X u.t^ 
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XjXdOX^O VJfi / JTX riX C y 


Method 


BLASTX 


NCBI GI 


g3123050 


Diirio i score 


cii n ' 

oiu ^ 


E value 


o . ue 


ixiaucn xengun 


1 1 Q 

X 1 y 


15 j-aenL.j.t.y 


77 


iNL/Di uescnpuion 


n I rvJi nt i XL^iiXi itKvJIJIjXIN ixXAAUUDfl ^niiXjC)0; 




->gx ftyoxofi 003 DAAUDo^iz ^uox/o4; j\x/\auud4 [noitio sapiens 




230014 

^ V v/ X 1 


Seq. ID 


LIB3196-047-P1-M1-G1 


Method;^ 


BLASTX 


IN ^ O X O X 


rT9Q4fif%ft 


DXiM,0 i oL-Oxe 




E value 


X . uero D 


Ma'hr'h T ^nrT"t~H 


X X .J 


% identity 




NCBI Description 


(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 


Seq. No. 


230015 


Seq. ID 


LIB3196-047-P1-M1-G10 


Method 


BLASTX 


NCBI GI 


g4406763 


BLAST score 


147 


E value 


2.0e-09 


Match length 


99 


% identity 


39 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


Seq. No. 


230016 


Seq. ID 


LIB3196-047-P1-M1-G4 


Method 


BLASTX - 


NCBI GI 


g3935151 


BLAST score 


525 



33003 



R T/a 1 IIP 


l.Oe-53 


Mai'ph Tpncrth 


126 


% identitv 


73 


IM VwT U ^ J-/ G ^ \_< Xi -t- ^ \- ^ w 1 1 


(AC005106) T25N20 15 FArabidoosis thalianal 


Seq. No. 


230017 


Seq. ID 


LIB31 96-04 7-P1-M1-G5 


Mp'hhod 


BLASTX 


NCBI GI 


g2492901 


BLAST score 


504 


E value 


3.0e-51 


Match length 


100 


% identity 


55 


NCBI Description 


THYROID RECEPTOR INTERACTING PROTEIN 9 (TRIP9) >gi 70311 




fL40407) thvroid receotor intprapfOT rHnmn c;anipn«?l 




>ai 4505385 ref NP 002494 1 nNRKRTR mirlp^ir f^p-t-nr nf 




kaoDa liciht ool vioent idp crpnp pnh;5nppT in R— ppI 1 inViihil"! 




beta 


Seq. No. 


230018 


Seq. ID 


LIB31 96-04 7-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


gl778294 


BLAST score 


294 


P. v3 1 n p 

ill V Cl ^ Ll C Tt 


1 Oe-26 




95 


% 1 dpn 1 1 t V 


64 


Mf^RT n^Qr'T"! n't" i on 

LX^OX L/C O ox L. X Wil 




Sea. No. 


230019 


Seq. ID 


LIB3196-047-P1-M1-H4 


Method 


BLASTX 


NCBI GI 


gl688233 


BLAST score 


155 


R v;^ 1 HP' 


2 Oe-10 




94 


% "1 dpnt 1 1 v 


-.^4 6 


NPRT np«ir'T'"i ni" 1 on 

LNV_/J^X L^C O O X X^ L. X 1 


/ n7 "7 fi'*^ DMA V^"inHin/T r^yo^^in Hotno 1 on fQol annTn ■HiiV^o'K'oeiiTnl 
\\J f 1 yj^^f LJLyc\ iJJ-LlKJLMLiy^ ^XwLCXll iiCIlLvJXUl^ [ O vj X cll 1 UUll L. U.JJ X o Uill j 


Sea No 


230020 


Seq. ID 


LIB3196-047-P1-M1-H6 


Method 


BLASTX 


NCBI GI 


gl703447 


BLAST score 


310 


E valup 

i—t V QL V-J. 


2 . Oe-28 


Matph Ipncrth 


127 


9t -1 Hpnt* "1 1" v 


57 


NCBI Description 


L -ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE^ >ai 4 96102 




yxixj^x'sxy xi do^dXciAjxiictoc |_ xilx^xiillo dXiJULoj 


Seq. No. 


230021 


Seq. ID 


LIB3196-047-P1-M1-H7 


Method 


BLASTX 


NCBI GI 


g225242 


BLAST score 


476 


E value 


5.0e-48 


Match length 


97 



33004 




% identity 93 . 

NCBI Description ORF 1708 [Nicotiana tabacum] 



o 



O 

E n 
fl 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230022 

LIB3196-047-Pl-Ml-H8^ 

BLASTX 

g728837 

149 

2.0e-09 

64 

13 

ALU SUBFAMILY SQ WARNING ENTRY ! 



I t 



230023 

LIB3196-047-P1-M1-H9 

BLASTX 

g548900 

302 

l.Oe-27 

127 

45 

SUCROSE-BINDING PROTEIN PRECURSOR (SBP) 

>gi_32269.1_pir JQ1730 62K sucrose-binding protein 

precursor - soybean >gi_170064 (L06038) glucose binding 
protein [Glycine max] 

230024 

LIB31 96-04 8-P1-M1-A3 

BLASTX 

gll3471 

541 

l.Oe-55 

128 

83 

ADRENODOXIN PRECURSOR (ADRENAL FERREDOXIN) 
>gi 476388 pir AXHU adrenodoxin precursor - human 
>gi_178086 (J03548) adrenodoxin [Homo sapiens] >gi_182494 
(M18003) ferredoxin [Homo sapiens] >gi_182496 (M34788) 
ferredoxin [Homo sapiens] >gi_557734 (M23668) adrenodoxin 
[Homo sapiens] 

230025 

LIB3196-048-P1-M1-A4 

BLASTX 

g49868 

662 

9.0e-70 

129 

100 

(X03765) put. beta-actin (aa 27-375) [Mus musculus] 
>gi_387083 (M12481) cytoplasmic beta-actin [Mus musculus] 

230026 

LIB3196-048-P1-M1-A6 ■ 

BLASTX 

g730832 

169 



33005 



E value 
Match length 
% identity 
NCBI Description 



5.0e-12' 

53 - 
57 

8.4 KD SULFUR-RICH PROTEIN PRECURSOR (SE60 PROTEIN) 

(PROBABLE PROTEINASE INHIBITOR P322) >gi_9994 9_pir S24 965 

probable proteinase inhibitor (Bowman-Birk) p322 - soybean 
>gi_18748_emb_CAA78359_ (Z13956) a protein similar to 
potato tuber protein p322 homolgous to Bowman-Birk 
Proteinase Inhibitor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



230027 

LIB3196-048-P1-M1-A9 

BLASTX 

g2062167 

268 

l.Oe-23 

72 

69 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 

BLAST score . ^- 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230028 

LIB31 96-04 8-Pl-Ml-Bl 

BLASTX 

gl706562^-. 

142 

2.0e-09 

34 

74 

EMBRYOGENIC-CELL PROTEIN 40 (ECP40) >gi_485500_pir S33538 

embryogenic cell protein ecp40 - carrot 

>gi_311368_emb_CAA4 3906_ (X61914) ECP40 [Daucus carota] 
230029 

LIB3196-048-P1-M1-B11 

BLASTX 

g3122072 

599 

2.0e-62 

114 

100 

ELONGATION FACTOR 1-ALPHA 1 (EF-l-ALPHA-1) (ELONGATION 

FACTOR TU) (EF-TU) >gi_2119922_pir 150226 elongation 

factor 1 alpha - chicken >gi_488468 (L00677) elongation 
factor 1 alpha [Callus gallus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%• identity 

NCBI Description 



230030 

LIB3196-048-P1-M1-B12 

BLASTX 

g462333 

648 

4 .Oe-68 

129 

100 

HEAT SHOCK FACTOR PROTEIN 1 (HSF 1) (HEAT SHOCK 

TRANSCRIPTION FACTOR 1) (HSTF 1) >gi_87 630_pir A41137 heat 

shock transcription factor 1 - human >gi_184403 (M64673) 



33006 




heat shock factor 1 [Homo sapiens] 



i ! B 
•cr - 



01 

pa, 

D 
n 



Seq. No. 


230031 


Seq. ID 


LIB3196-048-P1-M1-B3 






MpRT (IT 


\^ £. ^ ^ *J \J X 




406 


P VA 1 IIP 


9 . Oe-40 






St THpn't~"i+"\/ 




NPRT Dp 9 p t i nt ion 


storaae orotein .C94 fSacriiinus oediousl 


Seq. No. 


230032 


Seq. ID 


LIB3196-048-P1-M1-B5 


Method 


BLASTX 


IN \^ IJ X OX 


al076755 




X / u 


£i V d X Lie 


7 Dp-I 3 


LMct t-Lfli Xdlv^LiJ. 


104 

X W *± 


^ xuc?iiL.xuy 


•J ■J 


IMwOX Ly^O^XX^L-XWli 


nrnfpin kinaqp — ri pp >ni 4^0300 {l,919i9^) 


rOrvza satival 


O ^ • IN ^ . 


230033 
^ ^ \j \j ^ ^ 


Seq. ID 


LIB31 96-04 8-P1-M1-B7 


Method 


BLASTX 


LN O X OX 


rrd 1 034 QO 


RT ZiCT oo/^r-a 


X / X 


Ej VaXUe 


1 fltfa— 1 9 
J. • Utr X ^ 




40 
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\rir U ^ *J J X ;? 7 y X LLO^OvJX L. X OL^XU XllLlU.L'C^U. XCrU.L'XIiC 




OT'O'hP'i'n FMn^ mn^pnln^l 

^XwU.^Xli ^i JLlO ILLU O UIX Ll O J 


Seq. No. 


230034 


Seq. ID 


LIB3196-048-P1-M1-B9 






MPRT (ZT 
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n^ fi7 3fi7 
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Seq. ID 


LIB3196-048-P1-M1-C11 


Method 


BLASTX 


MPRT PT 

LN \^ 0 X OX 


c,?3'l SO^ 


BLAST score 


573 


E value 


2.0e-59 


Match length 


116 


% identity 


96 . ^ 


NCBI Description 


ACTIN 101 >gi 100419 pir S20093 actin - ] 




>gi_21534_emb_CAA39281_ (X55752) actin [S. 


Seq. No. 


230036 


Seq. ID 


LIB3196-048-P1-M1-C12 



33007 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3913425 

317 

l.Oe-43 

116 

83 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

230037 

LIB3196-048-P1-M1-C2 

BLASTX 

g2129946 

340 

3.0e-32 

69 

99 

ADP-ribosylation factor homolog GTP-binding protein NTGBl 
common tobacco (fragment) >gi_1184987 (U46927) NTGBl 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230038 

LIB31 96-04 8-P1-M1-C3 

BLASTX 

g3915742 

365 

3.0e-35 

80 

85 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legiomin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 



Seq. No. 


230039 


Seq. ID 


LIB3196-04 8-P1-M1-C4 


Method 


BLASTX 


NCBI GI 


g2135267 


BLAST score 


679 


E value 


9.0e-72 ' 


Match length 


129 


% identity 


56 


NCBI Description 


glucose-regulated protein ERp57/GRP58 


Seq. No. 


230040 


Seq. ID 


LIB3196-048-P1-M1-C9 


Method 


BLASTX 


NCBI GI 


g285057 


BLAST score 


588 


E value 


4.0e-61 


Match length 


106 


% identity 


100 


NCBI Description 


zinc finger protein - mouse (fragment) 



human 



>gi_403020_emb_CAA47353_ (X66902) En-2/lacZ fusion protein 
[Mus musculus] 



33008 



S©C[ • No . 


230041 


Sea. ID 


LIB31 96-04 8-Pl-Ml-Dl 


Method 


BLASTX 


NCBI GI 


gl064828 


BLAST score 


247 


R 1 HP 

i_j V a ^ 


1 . Oe-21 


Ma'hr'h 1 pncft"h 


62 


% i Hent it V 


84 


NPRT Dp Ti nt 1 on 


fn7820S^ Artin rinnmopa nill 


Seq. No. 


230042 


^pa ID 


LIB3196-048-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g72287 


BLAST score 


526 


E value 


7.06-54 


Match length 


116 


% identity 


91 


NCBI Description 


beta-globulin A precursor (cl 



Seq. No. 
Seq. ID 
•Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 

230043 . . ' 

LIB3196-048-P1-M1-D4 

BLASTX 

gl351867 

559 

l.Oe-57 

103- 
100 

ACTIN, CYTOPLASMIC 1 (BETA-ACTIN) >gi_761724 (U20114) 
beta-actin [Cricetulus griseus] 

230044 

LIB31 96-04 8-P1-M1-D7 

BLASTX 

••gl37578 

461 

3.0e-4 6 

116 

76 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230045 

LIB31 96-04 8-P1-M1-D8 

BLASTX 

g567121 

171 

2.0e-12 

77 

48 

(M34 024) immunoglobulin heavy chain [Homo sapiens] 



33009 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230046 

LIB3196-048-P1-M1-E1 

BLASTX 

g280816 

612 

6.0e-64 

127 

97 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377__emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253 (AF049259) keratin 13 [Homo sapiens] 
>gi_4 5 0 4 9 1 l_r e f _NP_0 0 2 2 6 5 . l_pKRT 1 3_ ke r a t in 

230047 

LIB3196-048-P1-M1-E11 

BLASTX 

g2129832 

578 

-6.0e-60 
111 
94 

heat shock transcription factor 5 - soybean 
>gi_671868_emb_CAA87080_ (Z46956) heat shock transcription 
factor 5 [Glycine max] 



•Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



230048 

LIB3196 

BLASTX 

g391574 

570 

5.0e-59 

119 

91 

LEGUMIN 
(M69188 
>gi_4 44 
[Gossyp 



•048-P1-M1-E12 



A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
) legumin A [Gossypium hirsutum] ^' 
320_prf__1906369A legumin A:ISOTYPE=D alloallele 
ium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230049 

LIB3196-048-P1-M1-E2 

BLASTX 

g4220534 

411 

2.0e-40 

104 

70 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230050 

LIB3196-048-P1-M1-E6 

BLASTX 

g3913425 

515 

l.Oe-52 

106 

93 



33010 



NCBI Description 



PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 



Seq, No. 230051 

Seq. ID LIB3196-048-P1-M1-F10 

Method BLASTX 

NCBI GI g3894190 

BLAST score 240 

E value 3.. Oe-20 

Match length 81 

% identity 54 

NCBI Description (AC005662) putative RNA polymerase [Arabidopsis thaliana] 

Seq. No. 230052 

Seq. ID LIB3196-048-P1-M1-F11 

Method BLASTX 

NCBI GI gl669533 

BLAST score 260 

E value 1 . Oe-22 

Match length 93 

% identity 54 



NCBi; Description (D63643) clathrin coat assembly protein-like [Homo sapiens] 
>gi_1770513_emb_CAA67823_ (X99458) sigma 3A protein [Homo 
sapiens] >gi_1923270 (U91932) AP-3 complex sigma3A subunit 
[Homo sapiens] >gi_3462900 (AF084575) adaptor protein 
complex-3 sigma3A subunit isoform [Mus musculus] 
>gi_4 5 0 2 8 6 l_r e f _N P_0 0 1 2 7 5 . l_pCLAPS 3_ 

clathrin-associated/assembly/adaptor protein, small 3 
(22kD) 



Seq. No. 230053 

Seq. ID LIB3196-048-P1-M1-F12 

Method BLASTX 

NCBI GI g207905 

BLAST score 644 

E value ^ l.Oe-67 

Match length 123 

% identity 100 

NCBI Description (M18027) alpha globulin B [Artificial gene] 

Seq. No. 230054 

Seq. ID LIB3196-048-P1-M1-F2 

Method BLASTX 

NCBI GI g4049344 

BLAST score 138 

E value.-, l.Oe-08 

Match length 95 

% identity 4 3 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value . 



230055 

LIB3196-048-P1-M1-F7 

BLASTX 

g2369714 

503 

3.0e-51 



33011 





Q 



oi 



O 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
93 

(Z97178) elongation factor 2 [Beta vulgaris] 
230056 

LIB3196-04 8-P1-M1-F8 

BLASTX 

gll5492 

462 

2.0e-46 

90 

52 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein .[Petunia hybrida] 

230057 

LIB31 96-04 8-Pl-Ml-Gl 

BLASTX 

g416585 

191 

6.0e-24 

124 

49 

ALCOHOL DEHYDROGENASE, MAJOR >gi_4 10008_bbs_137224 alcohol 
dehydrogenase {EC 1.1.1,1} [Alligator 

niississippiensis=American alligators, liver, Peptide, 374 
aa] 

230058 

LIB3196-048-P1-M1-G10 

BLASTX 

g2499946 

473 

l.Oe-47 

120 

78 

URIDINE 5* -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5* -PHOSPHATE 
DECARBOXYLASE >gi_747980 {U22260) UMP..synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230059 

LIB3196-048-P1-M1-G2 

BLASTX 

gl67311 

248 

2,0e-21 

78 

64 

{M83301) 2S albumin storage protein 



[Gossypium hirsutum] 



230060 

LIB3196-048-P1-M1- 

BLASTX 

g2661840 

454 

2,0e-45 



G4 



33012 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
66- 

(Y15430) adenosine kinase [Physcomitrella patens] 
230061 

LIB3196-048-P1-M1-G5 

BLASTX 

gl856971 

575 

l.Oe-59 

123 

89 

(D26058 
during 
periwin 



) This gene is specifically expressed at the S phase 
the cell cycle in the synchronous culture of 
kle cells. [Catharanthus roseus] 



Seq. No. 
Seq. ID 



230062 

LIB3196-048-P1-M1-G6 

BLASTX 

g3913791 

598 

3.0e-62 

121 

93 

GLUTAMATE—CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 
>gi_2407 615 (AF017 983) gainnia-glut amy leys teine synthetase 
[Lycopersicon esculentuiri]' 

230063 

LIB3196-048-P1-M1-G9 

BLASTX 

g266690 

348 

5.0e-33 
100 

72 , 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 kDa oleosin"' 
[Gossypium hirsutuin] >gi_167365 (L00936) 18.2 kDa oleosin 
[Gossypium hirsutum] 

230064 

LIB3196-048-P1-M1-H10 

BLASTX 

gl25080 

649 

3.0e-68 

129 

100 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 {J00124) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis, bullosa simplex, Dowling-Meara, Koebner) 

230065 

LIB3196-048-P1-M1-H11 



33013 



Method 

NCBI GI 

BLAST score 

E- value 

Match • length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI 'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gl694673 

416 

6.0e-41 

95 

85 

(D89052) 



proton-ATPase-like protein [Homo sapiens] 



230066 

LIB3196 

BLASTX 

g547752 

196 

4.0e-15 

70 
47 

KERATIN 
(CK 2P) 
>gi_181 



■048-P1-M1-H2 



TYPE II CYTOSKELETAL 2 ORAL {CYTOKERATIN 2P) 

>gi_2119218_pir 153169 cytokeratin 2 - human 

390 (M99063) cytokeratin 2 [Homo sapiens] 



(K2P) 



230067 

LIB3196-048-P1-M1-H3 

BLASTX 

gl33041. 

522 

2.0e-53 

102 

99 

60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_71137_pir R5HUP0 acidic ribosomal protein PO - human 

>gi__190232 (M17885) acidic ribosomal phosphoprotein (PO) 
[Homo sapiens] >gi_2935618_gb_AAC0517 6_ (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 ( PID: gl3304 1 ) 
[Homo sapiens] >gi_4506667_ref_NP_000993 . l_pRPLPO_ 
ribosomal protein, large, PO 

230068 

LIB3196-048-P1-M1-H5 

BLASTX 

g549063 

370 

l.Oe-35 

94 

73 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

230069 

LIB3196-048-P1-M1-H7 

BLASTX 

g2388585 

295 . • . 

3.0e-38 

119 

80 



33014 




NCBI Description (AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 





Seq. No. 
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frT77fi7ftl a «?oa Ta rr "i n p» «?\/n"t"hiPl"a c;p 9 fPlvninp mavl 










Seq. ID 


LIB3196-04 9-P1-M1-A4 


Ljl 


Method 


BLASTX 


ij 


NPRT PT 

LNV^OX OX 
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Seq. No. 


230074 




Seq. ID 


LIB3196-04 9-P1-M1-A7 




Mo-f- h oH 


BLASTX 




NCBI GI 


g3641837 




BLAST score 


176 




E value 


3.0e-13 




Match length 


58 




% identity 


69 




NCBI Description 


(AL023094) Nonclathrin coat protein gamma - like prote. 






[Arabidopsis thaliana] 




Seq. No. 


230075 



33015 



Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-04 9-P1-M1-A9 

BLASTX 

g72287 

292 

2.0e-26 

71 

85 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 {M16905) legumin precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230076 

LIB3196-04 9-P1-M1-B11 

BLASTX 

gl26156 

625 

2.0e-65 

127 

91 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 {U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

230077 

LIB3196-04 9-P1-M1-B12 

BLASTX 

g2369714 

617 

2.0e-64 

127 

93 

(Z97178) elongation factor 2 [Beta vulgaris] 
230078 

LIB3196-049-P1-M1-B2 ' 

BLASTX 

g2894611 

148 

2.0e-09 

50 

66 

(AL021889) putative protein [Arabidopsis thaliana] 
230079 

LIB3196-04 9-P1-M1-B3 

BLASTX 

g476850 

610 

l.Oe-63 

136 

90 

heat shock cognate protein 70 - mouse >gi_309319 (M19141) 
heat shock protein 70 cognate [Mus musculus] 
>gi_1661134_gb_AAB18391.1_ (U73744) heat shock 70 protein 



33016 



[Mus musculus] 



.Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230080 

LIB3196-04 9-P1-M1-B4 

BLASTX 

g476850 

234 

l.Oe-19 

83 

64 

heat shock cognate protein 70 - mouse >gi_309319 (M19141) 
heat shock protein 70 cognate [Mus musculus] 
>gi_1661134_gb_AAB18391.1_ {U73744) heat shock 70 protein 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230081 

LIB3196-04 9-P1-M1-C2 

BLASTX 

g3452572 

227 

l.Oe-18 

47 

94 

{AB011399) AF-6 [Homo sapiens] 



yl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230082 

LIB3196-04 9-P1-M1-C3 

BLASTX 

g4204303 

310 

2.0e-28 

70 

81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230083 

LIB3196-04 9-P1-M1-C4 

BLASTX 

g2460200 

170 

4.0e-12 

61 

48 

(AF020833) eukaryotic translation initiation factor 3 
subunit [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230084 

LIB3196-04 9-P1-M1-C6 

BLASTX 

g4206196 

241 • - 

2.0e-20 

80 

55 

(AF071527) hypothetical protein [Arabidopsis thaliana] 



33017 



Seq. No. 230085 

Seq. ID LIB3196-049-P1-M1-C8 

Method BLASTX 

NCBI GI gl67311 

BLAST score 413 

E value 6.0e-48 

Match length 111 

% identity 89 

NCBI Description (M83301) 2S albumin storage protein [Gossypium hirsutum] 

Seq. No. 230086 

Seq. ID LIB3196-049-P1-M1-D1 

Method BLASTX 

NCBI GI g3702286 

BLAST score 251 

E value l.Oe-21 

Match length 50 

% identity 98 

NCBI Description (AC005787) R33374_l [Homo sapiens] 

Seq. No. 230087 

Seq. ID , LIB3196-049-P1-M1-D11 

Method " BLASTX , ■ 

NCBI GI g3646426 

BLAST score 394 

E value 3.0e-38 

Match length 79 • 

% identity 92 

NCBI Description (AJ223355) mitochondrial dicarboxylate carrier [Rattus 



norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230088 

LIB3196-04 9-P1-M1-D6 

BLASTX 

gll70644 

342 

3.0e-32 

132 ' * 
17 

RING CANAL PROTEIN (KELCH PROTEIN) >gi_577276 (L08483) ring 
canal protein [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230089 

LIB3196-04 9-P1-M1-E6 

BLASTX 

g3193299 

442 

6.0e-44 

116 

71 

(AF069298) Arabidopsis poly (ADP-ribose ) polymerase 
(GB:Z48243) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230090 

LIB319'6-049-Pl-Ml- 

BLASTX 

g2129842 



E9 



33018 




o 

m 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



174 

l.Oe-12 .... 

53 

58 

SE60 protein - soybean >gi_509769_emb_CAA79164_ (Z18359) 
seed-specific low molecular weight sulfur-rich protein. 
[Glycine max] 

230091 

LIB3196-04 9-P1-M1-F11 

BLASTX 

g2708738 

210 

9.0e-17 

60 

65 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
230092 

LIB3196-04 9-P1-M1-F12 

BLASTX 

g549063 

426 

4.0e-42 

99 

81 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasi.ng 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21k:d polypeptide [Oryza sativa] 

230093 

LIB3196-04 9-P1-M1-F2 

BLASTX 

g4033735 

596 . 

5.0e-62 

125 

90 

{AF054284) spliceosomal protein SAP 155 [Homo sapiens] 
230094 

LIB3196-04 9-P1-M1-F6 

BLASTX 

g4098129 

652 

l.Oe-68 

127 

94 

(U73588) sucrose synthase [Gossypium hirsutum] 
230095 

LIB3196-04 9-P1-M1-F7 

BLASTX 

g2244734 

512 

3.0e-52 



33019 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
98 

(D88414) actin [Gossypium hirsutum] ' * • 

.230096 
LIB3196-04 9-P1-M1-F9 
BLASTX 
g4210948 
505 

2.0e-51 

118 

82 

(AF085275) DnaJ protein [Hevea brasiliensis] 
230097 

LIB3196-04 9-P1-M1-G1 

BLASTX 

gl23571 

583 

2.0e-60 

123 

88 

HEAT SHOCK 27 KD PROTEIN (HSP 27) (STRESS-RESPONSIVE 
PROTEIN 27)^ (SRP27) (ESTROGEN-REGULATED 24 KD PROTEIN) (28- 
KD HEAT SHOCK PROTEIN) * >gi_6628'4 1 (L39370) heat shock 
protein 27 [Homo sapiens] 



Seq. No. 


230098 


Seq. ID 


LIB3196-04 9-P1-M1-G10 


Method 


BLASTX 


NCBI GI 


g3201969 


BLAST score 


446 


E value 


2.Qe-44 


Match length 


109 


% identity 


71 


NCBI Description 


(AF068332) submergence induced protein 


Seq. No.' 


230099 


Seq. ID 


LIB3196-04 9-P1-M1-G11 


Method 


BLASTX 


NCBI GI 


g72287 


BLAST score 


691 


E value 


3.0e-73 


Match length 


127 


% identity 


100 


NCBI Description 


beta-globulin A precursor (clone 94) - 




(fragment) >gi_167377 (M16905) legumin 




hirsutum] 


Seq. No. 


230100 


Seq. ID 


LIB3196-04 9-P1-M1-G4 


Method 


BLASTX 


N.CBI GI 


g3258569 


BLAST score 


338 


E value 


8.0e-32 


Match length 


73 


% identity 


89 



33020 



NCBI Description 



(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 


230101 




Seq. ID 


LIB3196-049-P1- 


-M1-G5 


Lie L>11WV^ 


BLASTX 




MPRT GT 

IN ^ £3 X \J ±. 


g2244734 




BLAST score 


649 




Cj V CI X 


3 Oe-68 




Ma "hph lenath 


128 




% identity 


100 




NCBI Description 


(D88414) actin 


[Goss 


Seq. No. 


230102 




Seq. ID 


LIB3196-049-P1- 


-M1-G6 


Method 


BLASTX 




NCBI GI 


gl363944 




BLAST score 


662 




E value 


l.Oe-69 




Match length 


134 




% identity 


99 




NCBI Description 


type I keratin 


16 - : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Mfethbd-^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,an >gi_1195531_bbs_172338 (S79867) 
type I keratin 16, K16 [human, epidermal keratinocytes. 
Peptide, 47 3 aa] [Homo sapiens] . 

230103 

LIB3196-04 9-P1-M1-G7 
,BLASTX 
g3746652 
239 

4.0e-20 

48 

100 

(AF070523) JWA protein [Homo sapiens] 
230104 

LIB3196-04 9-P1-M1-G9 

BLASTX 

g4417306 

277 

l.Oe-24 

119 

49 

(AC00644 6) putative Athila retroelement ORFl protein 
[Arabidopsis thaliana] 

230105^ 

LIB3196-04 9-P1-M1-H1 

BLASTX 

gl07554 

612 

6.0e-64 

121 

98 

pyruvate kinase (EC 2.7,1.40) isozyme M2 - human >gi_338827 
(M26252) cytosolic thyroid hormone-binding protein (EC 
2.7.1.40) [Homo sapiens] 



33021 



Ljl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230106 

LIB3196-04 9-P1-M1-H10 

BLASTX 

g3757517 

181 

2.0e-13 

118 

5 

(AC005167) putative salt-inducible protein [Arabidopsis 
thaliana] 

230107 

LIB3196-04 9-P1-M1-H11 

BLASTX 

gl37578 

496 

3.0e-50 

126 

78 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 {-M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 

230108 

LIB3196-04 9-P1-M1-H6 

BLASTX 

g3329386 

605 

5.0e-63 

117 

97 

{AF038958). synaptic glycoprotein SC2 spliced variant [Homo 
sapiens] 

230109 

LIB3196-04 9-P1-M1-H7 

BLASTX 

g2072626 

380 

l.Oe-36 

123 

64 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi_3281856_emb_CAA19751_ (AL031004) Transcription factor 
II homolog [Arabidopsis thaliana] 

230110 

LIB3196-04 9-Pl-Mr-H8 

BLASTX 

gl565225 

150 

9.0e-10 
29 



33022 





% identity 


90 




NPRT Dpsprintion 


^X95572^ sa 1 1 — t ol PTanpp rjTotein 




Sea No. 


230111 




Sea ID 


LIB3196-050-P1-M1-A1 




Method 


BLASTX 




NCBI GI 


g547753 




BLAST score 


511 




F. va lue 


4 . Oe-52 




Match lenath 


110 




% identity 


94 




NCBI Descriotion 


KERATIN. TYPE II CYTOSKELETAL 4 




Seq. No. 


230112 




Seq. ID 


LIB3196-050-P1-M1-A10 




Method 


BLASTX 




NCBI GI 


gl346342 




RT.AST «?pnre 


314 




E value 


6. Oe-29 




Match lenath 


63 




% identitv 


97 




NCBI Descriotion 


KERATIN, TYPE I CYTOSKELETAL 17 






17) (VERSION 2) >ai 186685 (M28' 






^ a u. ^1 1 ^ J 






yj 


Seq. No. 


230113 




Sea ID 


LIB3196-050-P1-M1-A11 


~f - 


Method 


BLASTX 


w 


NCBI GI 


g417440-' 




BLAST ^ score 


525 


Q 


E value 


l.Oe-53 




Match length 


125 




% identity 


88 




NCBI Description 


DELTA l-PYRROLINE-5-CARBOXYLATE 



(CYTOKERATIN 4) {K4) (CK4) 



(CYTOKERATIN 17) (K17) (CK 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.' 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



[CONTAINS: GLUTAMATE 5-KINASE (GAMMA-GLUTAMYL KINASE) (GK) 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
{GLUTAMATE-5-SEMIALDEHYDE DEHYDROGENASE) 

(GLUTAMYL-GAMMA-SEMIALDEHYDE. ... >gi_423821_pir ^A46295 

delta l-pyrroline-5-carboxylate synthetase - moth bean 

230114 

LIB3196-050-P1-M1-A4 

BLASTX 

g3334320 

518 

2.0e-56 

119 

94 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

,230115 ■ 

LIB3196-050-P1-M1-A8 

BLASTX 

g2499575 

547 

2.0e-56 



33023 



«l « 

Match length 112 
% identity 92 

NCBI Description PROTEIN KINASE C, MU TYPE (NPKC-MU) >gi_1362911_pir ^A53215 

protein kinase C (EC 2.7.1.-) mu - human 

>gi_438373_emb_CAA53384_ (X75756) protein kinase C mu [Homo 
sapiens] >gi_4506075_ref_NP_002733 . l_pPRKCM_ protein kinase 
C, mu 



cpa. No. 


230116 


Seq. ID 


LIB3196-050-P1-M1-A9 


Method 


BLASTX 


NCBI GI 


g547753 


BLAST score 


685 


E value 


2.0e-72 


Match length 


141 


% identity 


99 


NCBI Description 


KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) (CK4) 


Seq. No, 


230117 


Seq. ID 


LIB3196-050-P1-M1-B2 


Method 


BLASTX 


NCBI GI 


gll63177 


BLAST score 


670 


E value 


l.Oe-70 ■ ^. 


Match length 


132= . . 


% identity 


29 


NCBI Description 


(U33818) inducible poly (A) -binding protein [Homo sapiens] 



>gi_2801403 (U75686) polyadenylate binding protein [Homo 

sapiens] >gi_1585757_prf 2201474A inducible 

poly (A) -binding protein [Homo sapiens] 
>gi_4 50471 5_r e f _NP_0 03810. l_p I PABP_ UNKNOWN 





Seq. No. 


230118 




Seq. ID 


LIB3196-050-P1-M1-B3 




Method 


BLASTX 




NCBI GI 


g4204277 


Q 


BLAST score 


522 ^ 




E value 


3.0e-53 


O 


Match length 


110 




% identity 


81 




NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


230119 




Seq. ID 


LIB3196-050-P1-M1-B7 




Method 


BLASTX 




NCBI GI 


g3745822 




BLAST score 


592 




E value 


l.Oe-61 




Match length 


114 




% identity 


100 




NCBI Description 


Chain B, Tubulin Alpha-Beta Dimer, Electron Diffraction 




Seq. No. 


230120 




Seq.' ID 


LIB3196-050-P1-M1-B8 




Method 


BLASTX 




NCBI GI 


g3687243 




BLAST score 


245 



33024 



4 



5 



Q 



Hi V CI X uc 


7 . Oe-21 


Mil +" r^V^ 1 oir*0"t"Vi 




t) itJitsiiUJ-i-y 


79 


MPRT np<^PT'i nf" "i on 


(AC005169) putative rilDOSonial protein [Arabidopsis 




t"ha 1 iaiva 1 


Secj- No. 


230121 


Seq. ID 


LIB3196-050-P1-M1-B9 


Method 


BLASTX 


NCBI GI 


g2739383 


BLAST score 


450 




7 . Oe-45 




103 


9c "i Hpnt" "i t" V 


79 ' 


NCBI Descriotion 

LJ ^ W O Naif ^ ^ ^ ^ 1 1 


( AC002505 ) unknown protein [ Arabidopsis thai i ana] 


Seq. No. 


230122 


Seq. ID 


LIB3196-050-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


gl26156 


BLAST score 


585 


E value 


l.Oe-60 


Match length 


136 


% identity 


84 


NCBI Description 


LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167.373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_il71335 (U43727) legumin B ^' 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

230123 

LIB3196-050-P1-M1-C2 

BLASTX 

g2792220 

320 

l.Oe-29 , . " 

134 

47 • " 

(AF032688) NBS-LRR type resistance protein [Oryza sativa] 

230124 

LIB3196-050-P1-M1-C3 

BLASTX 

gll7501 

553 

6.0e-57 

104 

98 

CALRETICULIN PRECURSOR (CRP55) (CALREGULIN) (HACBP) {ERP60) 
(52 KD RIBONUCLEOPROTEIN AUTOANTIGEN RO/SS-A) 

>gi_87015_pir ^A37047 calreticulin precursor - human 

>gi_179882 (M84739) calreticulin [Homo sapiens] >gi_337487 
(M32294) Ro ribonucleoprotein autoantigen (Ro/SS-A) 
precursor [Homo sapiens] >gi_1905911 (AD000092.)^ 
calreticulin [Homo sapiens] 



33025 



«l 



Si 

Co 



E 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Matcri length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



230125 

LIB3196-050-P1-M1-C4 

BLASTX 

g2493144 

391 

5.0e-38 

96 

83 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
{clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

230126 

LIB3196-050-P1-M1-C5 

BLASTX 

g2584787 

231 

3.0e-19 

104 

45 

(X95762) Aminopeptidase P-like [Homo sapiens] 
230127 

LIB3196-050-P1-M1-C6 
BLASTX 
■gl26156 
567 

l.Oe-58 , 

109 

100 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

230128 

LIB3196-050-P1-M1-C8 

BLASTX 

gll74621 

166 

l.Oe-11 
78 
'4 7 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-l-THETA) 

(CCT-THETA) >gi_108 32 59_pir JC4073 TCP-1 containing 

cytosolic chaperonin (OCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (OCT) [Mus musculus] 

230129 

LIB3196-050-P1-M1-C9 
BLASTX 
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NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat'ch length 

% identity 

NCBI Description 



g88047 
193 

7.0e-15 " 

40 

100 

keratin,- 46K type I cytoskeletal 



human 



230130 

LIB3196-050-P1-M1-D1 

BLASTX 

g4455177 

485 

5.0e-49 

132 

68 

(AL035521) putative protein [Arabidopsis thaliana] 
230131 

LIB3196-050-P1-M1-D10 

BLASTX 

gl20649 

467 

5.0e-47 

89 
99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 

>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 

de^hydrogenase (EC 1.2.1.12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 (J02642) glyceraldehyde 3-phosphate 
dehydrogenase (EC 1.2.1.12) [Homo sapiens] >gi_182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 
230132 

LIB3196-050-P1-M1-D11 

BLASTX 

g2369714 

588 

4.0e-61 

118 

92 

{Z97178) elongation factor 2 [Beta vulgaris] 
230133 

LIB3196-050-P1-M1-D12 

BLASTX 

gl37578 

473 

l.Oe-47 

134 

44 

VICILIN. PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 
>gi_81545_pir S06398 alpha-globulin type A precursor - 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artifipial gene] ■>gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230134 

LIB3196-050-P1-M1-D3 

BLASTX 

gl351867 

715 

6.0e-76 

133 

100 

ACTIN, CYTOPLASMIC 1 (BETA-ACTIN) >gi_761724 (U20114) 
beta-actin [Cricetulus griseus] 

230135 

LIB3196-050-P1-M1-D4 

BLASTX 

g3860275 

147 

3.0e-15 

88 

51 

(AC005824) putative GTP-binding protein [Arabidopsis 
thaliana] >gi_4314395_gb_AAD15605_ (AC006232) putative 
terminal flower 1 (TFLl) [Arabidopsis thaliana] 
>gi_4521159_dbj_BAA75933.1_ (AB024712) ATC [Arabidopsis 
thaliana] >gi_4521161_dbj_BAA75931 . 1_ (AB024714) ATC 
[Arabidopsis thaliana] >gi_4521163_dbj_BAA75932 . 1_ 
(AB024715) ATC [Arabidopsis thaliana] 

230136 

LIB3196-050-P1-M1-D5 

BLASTX 

gl37578 

715 

6.0e-76 

134 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230137 

LIB3196-050-P1-M1-D8 

BLASTX 

g3746127 

403 

2.0e-39 

98 

79 

(U76253) E25B protein [Mus musculus] 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230138 

LIB3196-050-P1-M1-D9 

BLASTX 

g2078298 

563 

4 .Oe-58 

133 

82 

(U97257) glyceraldehyde 3-phosphate dehydrogenase 
[Lycopersicon esculentum] 



01 

m 



O 

Ljl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230139 

LIB3196-050-P1-M1-E11 

BLASTX 

gl754538 

450 

7,0e-45 

93 

94 

(U66894) ESX [Homo sapiens] >gi_1841523 (U73843) ESE-lb 
[Homo sapiens] >gi_2338756 {AF017307) Ets-related 
transcription factor [Homo sapiens] >gi_2384740 (AF016295) 
Ets transcription factor [Homo sapiens] >gi_2459797 
CU97156) epthelial-specif ic ets protein [Homo sapiens] 

230140 

LIB3196-050-P1-M1-E12 

BLASTX 

g4006924 

162 . 

l.Oe-11 

76 

41 ■ 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



LJ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230141 

LIB3196-050-P1-M1-E2 

BLASTX 

gll69534 

451 

l.Oe-61 

130 

86 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_4 33609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230142 

LIB3196-050-P1-M1-E6 

BLASTX 

gl06903 

213 

5.0e-17 
82 
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% identity 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

line-1 protein 0RF2 - human 



230143 

LIB3196-050-P1-M1-E9 

BLASTX 

g2431769 

227 

6.0e-19 

58 

76 

(U62752) acidic ribosomal protein Pla [Zea mays] 
230144 

LIB3196-050-P1-M1-F1 

BLASTX 

gl67367 

525 

9.0e-54 

115 

90 

(L08199) peroxidase [Gossypium hirsutum] 
230145 

LIB3196-050-P1-M1-F10 

BLASTX 

g683553 

238 

5.0e-20 

109 

50 

(Z48450) oleosih-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

230146 

LIB3196-050-P1-M1-F3 

BLASTX 

g3915742 

539 

2.0e-55 

114 

90 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_44 4320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

230147 

LIB3196-050-P1-M1-F5 

BLASTX 

g4539335 

427 

3.0e-42 

131 

62 

(AL035539) putative protein [Arabidopsis thaliana] 
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Seq. ID 
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NCBI GI 
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E value 

Match length 

% identity 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230148 

LIB3196-050-P1-M1-F7 

BLASTX 

g547751 

632 

3.0e-66 

129 

98 

KERATIN, TYPE I CYTOSKELETAL 17 (CYTOKERATIN 17) (K17) (CK 

17) (39.1) (VERSION 1) >gi_422802_pir S30433 keratin 17, 

cytoskeletal - human >gi_30379_emb_CAA79626_ (Z19574) 
cytokeratin 17 [Homo sapiens] >gi_34075_emb_CAA4 4451_ 
(X62571) keratin related product [Homo sapiens] 
>gi_4557701_ref_NP_000413.1_pKRT17_ keratin 

230149 

LIB3196-050-P1-M1-G1 

BLASTX 

g3288823 

376 

3.0e-36 

84 

83 

(AF063852) FUS5 [Arabidopsis thaliana] 
230150 

LIB3196-050-P1-M1-G3 

BLASTX 

g478818 

231 

3.0e-19 

109 

40 

strictosidine synthase - Rauvolfia mannii (fragment) 
>gi_21097_emb_CAA45025_ (X63431) strictosidine synthase 
[Rauvolfia mannii] 



230151 

LIB3196-050-P1-M1-G5 

BLASTX 

g464707 

570 

5.0e-59 

116 

96 

40S RIBOSOMAL PROTEIN S18 >gi_480 
protein S18.A - Arabidopsis thali 
>gi_405613_emb_CAA80684_ (Z23165) 
[Arabidopsis thaliana] >gi_4 34 34 3 
S18 ribosomal protein [Arabidopsi 
>gi_434345_emb_CAA82274_ (Z28702) 
[Arabidopsis thaliana] >gi_434906 
S18 ribosomal protein [Arabidopsi 
>gi_2505871_emb_CAA72909_ (Y12227 
[Arabidopsis thaliana] >gi_328767 
ribosomal S18 gene mRNA gb_Z28701 
thaliana. ESTs gb T21121, gb Z17 



908_pir S374 96 ribosomal 

ana 

ribosomal protein S18A 
emb_CAA82273_ (Z28701) 

s thaliana] 
S18 ribosomal protein 
emb_CAA82275_ (Z28962) 

s thaliana] 

) ribosomal protein S18A 
8 (AC003979) Match to 
, DNA gb_Z231'65 from A. 
755, gb R64776 and 
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gb_R304 30 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 





230152 




LIB3196-050-P1-M1-G9 




BLASTX 




al350944 
\^ A. <j -J \j J ^ J . 




389 


P 1 IIP 
Hi V CI -L Li C 


8 Oe-38 


Match lenath 


80 


% Identity 


96 


NCBI Descriotion 


4 OS RIBOSOMAL PROTEIN S17 


Seq. No. 


230153 


Seq. ID 


LIB3196-050-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


gl663706 


BLAST score 


529 


E value 


4.0e-54 


Match length 


100 


% identity 


94 


NCBI Description 


(D87685) similar to human 




(S34159) . [Homo sapiens] 



Seq. No. 

Seq. ID 

Me^ihod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230154 

LIB3196-050-P1-M1-H10 

BLASTX 

g71533 

158 

3.0e-ll 

53 

68 

keratin, 56K type II cytoskeletal - human 
230155 

LIB3196-050-P1-M1-H12 

BLASTX 

g232139 

282 

2.0e-25 

62 

87 

GUANINE NUCLEOTIDE-BINDING PROTEIN, ALPHA-15 SUBUNIT 

(ALPHA-16) >gi_106195_pir A41096 GTP-binding regulatory 

protein alpha-16 chain - human >gi_182892 (M63904) 
G-alpha-16 protein [Homo sapiens] 

>gi_4504039_ref_NP_002059. l_pGNA15_ guanine nucleotide 
binding protein (G protein), alpha 15 (Gq class) 

230156 

LIB3196-050-P1-M1-H3 

BLASTX 

g3319958 

445 

3.0e-44 
137 
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6 

(AJ228139) VAKTI precursor [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230157 

LIB3196-050-P1-M1-H5 
BLASTX 
g3510462' 
141 

6.0e-09 
27 
93 

(AF019767) zinc finger protein [Homo sapiens] 
>gi_4 50802 l_r e f _NP_0 03895. l_pZNF2 5 9_ UNKNOWN 

230158 

LIB3196-050-P1-M1-H6 
BLASTX 
gl25080 
677 

2.0e-71 
138 
98 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKEEIATIN 
14) >gi_214 4 816_pir KRHUE keratin, 50K type 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

230159 

LIB3196-050-P1-M1-H7 " ' ' 

BLASTX 

gl25080 

581 

2.0e-60 

115 

100 

KERATIN, TYPE I 
14) >gi_2144816 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



14) (K14) (CK 
I cytoskeletal 



CYTOSKELETAL 14 (CYTOKERATIN 
_pir KRHUE keratin, 50K type 



14) (K14) (CK 
I cytoskeletal 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



230160 

LIB3196-050-P1-M1-H8 

BLASTX 

gl25887 . 

224 

2.0e-18 

125 

42 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 

230161 

LIB3196-050-P1-M1-H9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 



BLASTX 

g2655037 

627 

l.Oe-65 

133 

84 

(AF019952) tumor suppressing STF cDNA 1 [Homo sapiens] 
>gi_4507703_ref_NP_003301. l_pTSSCl_ tumor suppressing 
subtransf erable candidate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230162 

LIB3196-052-P1-M1-A11 

BLASTX 

g2605714 

221 

4.0e-18 

59 

80 

{AF026275) 
thaliana] 



beta-tonoplast intrinsic protein [Arabidopsis 



n 

•=SST 

o 



Q 
n 



Seq. No. 

Seq. ID.. 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230163 

LIB3196-052-P1-M1-A4 

BLASTX 

gl346348 

665 

4.0e-70 

135 

99 

KERATIN, TYPE II CYTOSKELETAL 6E (CYTOKERATIN ' 6E) (CK 6E) 

{K6E KERATIN) >gi_2119223_pir 161770 keratin type II - 

human >gi_908803 (L42611) keratin type II [Homo sapiens] 

230164 

LIB3196-052-P1-M1-B1 

BLASTX 

g2982259 

504 

2.0e-51 

101 

94 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 

230165 

LIB3196-052-P1-M1-B11 

BLASTX 

gll73267 

241 

l.Oe-20 

91 

59 

40S RIBOSOMAL PROTEIN S5 >gi_1362935_pir S55916- ribosomal 

protein S5 - human >gi_550021 (U14970) ribosomal protein S5 

[Homo sapiens] >gi_1096942_prf 2113200E ribosomal protein 

S5 [Homo sapiens] >gi_4506729_ref_NP_001000 . l_pRPS5_ 
ribosomal protein S5 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230166 

LIB3196-052-P1-M1-B2 

BLASTX 

gll69475 

255 

l.Oe-23 

87 

71 

ELONGATION FACTOR 1-ALPHA 1 (EF-l-ALPHA-1 ) (ELONGATION 
FACTOR TU) (EF-TU) >gi_556301 (M22432) elongation factor Tu 
[Mas musculus] 

230167 

LIB3196-052-P1-M1-B4 

BLASTX 

g2492860 

511 

4 .Oe-52 

127 

76 

GLUTAMATE-l-SEMIALDEHYDE 2 , 1-AMINOMUTASE 2 PRECURSOR (GSA 
2) (GLUTAMATE-l-SEMIALDEHYDE AMINOTRANSFERASE 2) (GSA-AT 2) 
>gi_498914 (U10278) glutamate-l-semialdehyde 
aminotransferase [Arabidopsis thaliana] 

230168 

LIB3196-052-P1-M1-B6 

BLASTX 

g3122833 

365 

3.0e-35 

"81 
90 

40S RIBOSOMAL PROTEIN S5 >gi_1685071 (U78085) ribosomal 
protein S5 ■ [Mus musculus] 

230169 

LIB3196-052-P1-M1-C1 

BLASTX 

gl587477 

347 

6.0e-33 

107 

71 

TCOFl gene [Homo sapiens] 
230170 

LIB3196-052-P1-M1-C11 

BLASTX 

g207905 

558 

l.Oe-57 

126 . - 
89 

(M18027) alpha globulin B [Artificial gene] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230171 

LIB3196-052-P1-M1-C12 
BLASTX ... ' 
gl465772 
592 

l.Oe-61 

130 

85 

(U61232) cof actor E [Homo sapiens] 
>gi_4507375_ref_NP_003184 . l_pTBCE_ 
chaperone e 



tubulin-specif ic 



230172 

LIB3196-052-P1-M1-C2 

BLASTX 

gl363944 

264 

l.Oe-38 

115 

80 

type I keratin 16 - human >gi_1195531_bbs_172338 {S79867) 
type I .keratin 16, K16 [human, epidermal keratinocytes, 
Peptide, 473 aa] [Homo sapiens] 



4x 
01 
Q 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230173 

LIB3196-052-P1-M1-C4 

BLASTX 

gl346348 

656 

4 .Oe-69 

132 

99 

KERATIN, TYPE II CYTOSKELETAL 
(K6E KERATIN) >gi_2119223_pir_ 



6E (CYTOKERATIN 6E) (CK 6E) 
_I6177Q keratin type II - 



human >gi_908803 (L42611) keratin type II [Homo sapiens] 
230174 

LIB3196-052-P1-M1-C6 

BLASTX 

g4469023 

523 

2.0e-53 

116 

88 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230175 

LIB3196-052-P1-M1-C7 

BLASTX 

gl587477 

151 

5.0e-10 

83 

49 

TCOFl gene [Homo sapiens] 



Seq, No. 



230176 



33036 



m 



01 



□ 
3 

o 




Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



4 



LIB3196 
BLASTX 
gl36394 
583 

l.Oe-60 

118 

98 

type I 
type I 
Peptide 



-052-P1-M1-C8 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16, K16 [human, epidermal keratinocytes, 
473 aa] [Homo sapiens] 



230177 

LIB3196-052-P1-M1-D11 

BLASTX 

g2982303 

564 

3.0e-58 

127 

82 

(AF051236) hypothetical protein [Picea mariana] 
230178 

LIB3196-052-P1-M1-D12 
BLASTX 

gl705654 ' - <■ 

630 

5.0e-66 

128 

96 

80 KD NUCLEAR CAP BINDING PROTEIN (NCBP 80 KD SUBUNIT) 

(CBP80) >gi_1082651_pir S50082 nuclear cap binding protein 

- human >gi_563368_emb_CAA56334_ (X80030) cap binding 
protein [Homo sapiens] >gi_577628_dbj_BAA067 69_ (D32002) 
nuclear cap binding protein [Homo sapiens] 
>gi_450534 3_ref_NP_002477_,. l_pNCBP_ nuclear cap binding 
protein, 80kD 

230179 

LIB3196-052-P1-M1-D2 

BLASTX 

g730565 

646 

7.0e-68 

122 

100 

60S RIBOSOMAL PROTEIN L3 >gi_423069_pir S34195 ribosomal 

protein L3 - human >gi_313659_emb_CAA51839_ (X73460) 
ribosomal protein L3 [Homo sapiens] 

>gi_385017 7_emb_CAA18450_ (AL022326) dJ333H23.1.1 (60S 
Ribosomal Protein L3) [Homo sapiens] 

>gi_450664 9_ref_NP_000958.1_pRPL3_ ribosomal protein L3 
230180 

LIB3196-052-P1-M1-D3 

BLASTX 

gll73104 

438 



33037 




E value 
Match leng'th - 
% ' identity 
NCBI .Description 



2.0e-4 3 •: 

93 

77 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 





Seq. No, 


230181 




Seq. ID 


LIB3196- 




Method 


BLASTX 




NCBI GI 


g553182 




BLAST score 


332 




E value 


5.0e-31 




Match length. 


78 




% identity 


81 




NCBI Description 


(M99703) 




Seq. No. 


230182 




Seq. ID 


LIB3196-' 




Method 


BLASTX 




NCBI GI 


gl70354 




BLAST score 


231 




E value 


2 . Oe-19 




L*JclLL.ll Xcllyt-fl 


DO 


o 


% identity 


18 




NCBI Description 


(M74156) 


y = 






HI 


Seq. No. 


230183 




Seq. ID 


LIB3196-I 


fl 


Method 


BLASTX 


NCBI GI 


g3860247 


y> 


BLAST score 


549 




E value 


1. Oe-56 




Match length 


123 


s 


% identity 


88 


Q 


NCBI Description 


(AC00582' 






Seq. No. 


230184 




Seq. ID 


LIB3196-I 


0 


Method 


BLASTX 




- NCBI GI 


a2160694 




BLAST score 


623 




E value 


3.0e-65 




Match length 


126 




% identity 


94 




NCBI Description 


(U73528) 






thalianai 




Seq. No. 


230185 




Seq. ID 


LIB3196-( 




Method 


BLASTX 




NCBI GI 


gll6026 




BLAST score 


450 




E value 


7.0e-45 




Match length 


113 




% identity 


83 



B* regulatory subunit of PP2A [Arabidopsis 



-P1-M1-E5 



NCBI Description CD63 ANTIGEN (MELANOMA- ASSOCIATED ANTIGEN ME4 91) 



33038 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LYSOSOME -ASSOCIATED MEMBRANE GLYCOPROTEIN 3) (LAMP-3) 
(OCULAR MELANOMA-ASSOCIATED ANTIGEN) (0MA81H) 

(GRANULOPHYSIN) >gi_2144873_pir 138016 melanoma-associated 

antigen CD63 - human' >gi_3 452 7_emb_CAA3 07 92_ (X07982) ME491 
antigen precursor (AA -1 to 237) [Homo sapiens] >gi_189384 
(M59907) melanoma-associated antigen [Homo sapiens] 
>gi_246539_bbs_93790 (S93788) ocular melanoma-associated 
antigen, 0MA81H [human, uveal melanoma. Peptide, 238 aa] 
[Homo sapiens] >gi_430756_emb_CAA44 519_ (X62654) ME491 
/CD63 antigen [Homo sapiens] 

>gi_4502679_ref_NP_001771.1_pCD63_ CD63 antigen (melanoma 1 
antigen) 

230186 

LIB3196-052-P1-M1-E6 

BLASTX 

g2245108 

441 

6.0e-44 

110 

75 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 
230187 

"LIB3196-052-P1-M1-E7 
BLASTX 
gl67311 
563 

4.0e-58 

126 

87 

(M83301) 2S albumin storage protein [Gossypium hirsutum] 
230188 

LIB3196-052-P1-M1-F11 

BLASTX 

g3435312 

497 

l.Oe-51 

131 

84 

(AF083255) RNA helicase-related protein [Homo sapiens] 
230189 

LIB3196-052-Pl-Ml-ri2 

BLASTX 

g2493439 

230 

4 .Oe-19 

46 

100 

CALCYPHOSINE >gi_1359717_emb_CAA66609_ (X97966) 
calcyphosine [Homo sapiens] >gi__3075376 (AC004602) 
CAYP HUMAN; RD25 [Homo sapiens] 



Seq. No. 
Seq, ID 



230190 

LIB3196-052-P1-M1-F3 



33039 



w 

m 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g266690 

357 

5.0e-34 

106 

71 

OLEOSIN 18,2 KD >gi_167363 (L00935) 18.2 
[Gossypium hirsutum] >gi_167365 (L00936) 
[Gossypium hirsutum] 



kDa oleosin 
18.2 kDa oleosin 



Seq. No. 


'230191 


Seq, ID 


LIB3196-052-P1-M1-F4 


Method 


BLASTX 


NCBI GI 


g728837 


BLAST score 


146 


E value 


8.0e-10 


Match length 


90 


% identity 


25 


NCBI Description 


ALU SUBFAMILY SQ WARNING ENTRY ! ! ! ! 


Seq. No. 


230192 


Seq. ID 


LIB3196-052-P1-M1-F7 


Method 


BLASTX 


NCBI GI 


g4138912 


BLAST score 


270' 


E value 


8'.0e-24 


Match length 


55 


% identity 


84 


NCBI Description 


{AF059487) expansin precursor [Lycopersicon 


Seq. No. 


230193 


Seq. ID 


LIB3 196-0 52 -P1-M1-F9 


Method 


BLASTX 


NCBI GI 


g2317910 


BLAST score 


460 


E value 


4.0e-46 


Match length 


127 ' : ' ' 


% identity 


65 


NCBI Description 


(U89959) CERl protein [Arabidopsis thaliana' 


Seq. No. 


230194 


Seq. ID 


LIB3196-052-P1-M1-G10 


Method 


BLASTX 


NCBI GI 


g2145023 


BLAST score 


225 


E value 


2.0e-18 


Match length 


112 


% identity 


44 


NCBI Description 


(U97700) 15.5 kDa oleosin [Sesamum indicum] 


Seq. No. 


230195 


Seq. ID 


LIB3196-052-P1-M1-G11 


Method 


BLASTX 


NCBI GI 


g2145023 


BLAST score 


178 


E value 


5.0e-13 


Match length 


97 



"'33040 



4 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

(U97700) 15.5 kDa oleosin [Sesam\am indicum] 
230196 

LIB3196-052-P1-M1-G12 

BLASTX 

gl076457 

484 

7.0e-49 

107 

88 

small GTP-binding protein - rape >gi_289370 
GTP-binding protein [Brassica napus] 



(L12395) small 



y ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ' 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230197 

LIB3196-052-P1-M1-G4 

BLASTX 

g4115931 

248 

3.0e-21 

104 

54 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF041468 ) [Arabidopsis thaliana] 

230198 

LIB3196-052-P1-M1-G5 

BLASTX 

g2459441 

277 

l.Oe-24 

80 

70 

(AC002332) putative SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana] 

230199 

LIB3196-052-P1-M1-G8 

BLASTX 

gl25080 

581 

3.0e-60 

116 

100 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 

14) >gi_2144816_pir KRHUE keratin, 50K type 

- human >gi_386848 (J00124) keratin' [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



14) (K14) (CK 
I cytoskeletal 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230200 

LIB3196-052-P1-M1-H10 

BLASTX 

gl732511 

176 

4.0e-13 
43 



33041 



4 



s 



p 

m 

s 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



79 

(U6274-2) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 

230201 

LIB3196-052-P1-M1-H4 

BLASTX 

gl26156 

411 

2.0e-40 

82 

100 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

230202 

LIB3196-052-P1-M1-H5 

BLASTX 

g741804 

474 

1.0e.-47 

113 

80 

protein RAKc [Rattus norvegicus] 
230203 

LIB3196-052-P1-M1-H6 

BLASTX 

gl67311 

521 

3.0e-53 
114 

89 ... ' ■ • 

(M83301) 2S albumin storage protein [Gossypium hirsutum] 

230204 

LIB3196-052-P1-M1-H7 

BLASTX 

g3915961 

597 

4.0e-62 

128 

92 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

230205 

LIB3196-052-P1-M1-H9 

BLASTX 

gl37578 

527 



33042 



^0 

ff! 

m 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-54 

123 

88 

VICILIN PRECURSOR (ALPHA-GLO^LIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene 

[Saguinus oedipus] 

230206 

LIB3196-053-P1-M1-A11 

BLASTX 

g4469019 

421 

2.0e-41 

89 

92 

(AL035602) putative protein [Arabidopsis thaliana] 
230207 

LIB3196-053-P1-M1-A2 

BLASTX 

gl36140 

151 

8.0e-10 

86 . 
37 

PUTATIVE AC9 TRANSP'OSASE >gi_72973_pir_ 
transposase - maize transposon Ac9 



_TQZMCA probable 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230208 

LIB3196-053-P1-M1-A5 
BLASTX 

g2147165 • . 

529 

4.0e-54 
103 . 
58 

calmodulin - Bidens pilosa >gi_939860_emb_CAA61980 
(X89890) Calmodulin [Bidens pilosa] 



230209 

LIB3196-053-P1-M1-A6 

BLASTX 

gl916850 

187 

5.0e-14 

113 

47 

(U83463) scaffold protein Pbpl 



[Homo sapiens] 



230210 

LIB3196-053-P1-M1-A8 

BLASTX 

g3283166 

299- 



33043 



E value 
Match length 
% identity 
NCBI Description 



4.0e-27 

112 • 
54 

(AF057526) erythrocyte membrane protein Rh50 [Mus musculus] 
>gi_3329467 (AF065395) Rh50-like protein [Mus musculus] 
>gi_3445508_dbj_BAA32441_ (AB015192) 50 kD glycoprotein 
(Rh50) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity i 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



230211 

LIB3196-053-P1-M1-B10 

BLASTX 

g2970051 

579 

4.0e-60 

122 

92 

(AB012110) ARGIO [Vigna radiata] 
230212 

LIB3196-053-P1-M1-B11 

BLASTX 

g2078529 

527 

6.0e-54 

123 

80 

(U89505) Hlark [Homo sapiens] 

>gi_4506445_ref_NP_002887.1_pRBM4_"RNA binding motif, 
protein 

230213 

LIB3196-053-P1-M1-B2 

BLASTX 

g3193222 

169 

6.0e-12 

37 - 
89 

(AF068 687) malate dehydrogenase [Glycine max] 
230214 

LIB3196-053-P1-M1-B5 

BLASTX 

g2191175 

160 

7.0e-ll . 

125 

52 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230215 

LIB3196-053-P1-M1-B8 
BLASTX 

g2443869 : 
518 

7.0e-53 



33044 



4 



t 
o 

E . 

.3=::; 

u 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 

Seq-. No. 
^.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
99 

(ACd02985) epsilon-COP [Homo sapiens] 
230216 

LIB3196-053-P1-M1-B9 

BLASTX 

g4097714 

656 

5.0e-69 

139 

90 

{U67734) cPLA2 interacting protein [Homo sapiens] 
230217 

LIB3196-053-P1-M1-C1 

BLASTX 

gl381394 

432 

4.0e-43 

89 

91 

(U40989) tat interactive protein [Homo sapiens] 



230218 

LIB3196-053-P1-M1-C12 

BLASTX 

g4467128 

280. 

6.0e-25 

79 

68 

(AL035538) putative protein 



[Arabidopsis thaliana] 



230219 

LIB3196-053-P1-M1-C3 . 

BLASTX 

gll61926 

575 

l.Oe-59 

119 

87 

(U34392) alpha-carboxyltransf erase aCT-1 precursor [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



230220 

LIB3196-053-P1-M1-C4 

BLASTX 

g2558938 

286 

l.Oe-25 

131 

49 

(AF024 625) arm repeat containing protein [Brassica napus] 
230221 

LIB3196-053-P1-M1-C6 



33045.,, 



4 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score ■ , 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244847 

147 ■ 

2.0e-09 

91 

42 

(Z97337) 



hydroxyproline-rich glycoprotein homolog 



[Arabidopsis thaliana] 
230222 

LIB3196-053-P1-M1-C9 

BLASTX 

g2654435 

565 

6.0e-61 

133 

82 

(U68187) extracellular matrix protein 1 [Homo sapiens] 
230223 

LIB3196-053-P1-M1-D1 

BLASTX 

g88052 

694 

2.0e-73 • , 

139 

100 

keratin K5, 58K type II, epidermal (version 2) - human 
(fragment) 

230224 

LIB3196-053-P1-M1-D10 

BLASTX 

g2642448 

156 

2.0e-10' 

43 ■ 
47 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230225 

LIB3196-053-P1-M1-D12 

BLASTX 

g266691 

398 

8.0e-39 

119 

71 

OLEOSIN 16.4 KD >gi_167361 
[Gossypium hirsutum] 

230226 

LIB3196-053-P1-M1-D2 

BLASTX 

gl653016 



(L00934) 16.4 kDa oleosin 



33046 



BLAST score 154 

E value 4.0e-10 

Match length 87 

% identity 40 

NCBI Description (D90910) hypothetical protein [Synechocystis sp.] 

Seq. No. 230227 

Seq. ID LIB3196-053-P1-M1-D4 

Method BLASTX 

NCBI GI g4510363 

BLAST score 212 

E value 2.0e-34 

Match length 89 

% identity 84 

NCBI Description (AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



m 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230228 

LIB3196-053-P1-M1-D9 

BLASTX 

gl085384 

299 

3.0e-27 

79 

65 

Sm protein F - human >gi_806564_emb_CAA59688_ (X85372) Sm 
protein F [Homo sapiens] 

>gi_4507131_ref_NP_003086. l_pSNRPF_ small nuclear 
ribonucleoprotein polypeptide F 



b 

u 
n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230229 

LIB3196-053-P1-M1-E10 

BLASTX 

g2662343 

633 

2.0e-66 

126 

96 

(D63581) EF-1 alpha [Oryza sativa] 
230230 

LIB3196-053-P1-M1-E12 

BLASTX 

g464707 

521 

3.0e-53 

106 

95 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434 34 5_emb_CAA82274_ (Z28702) S18 ribosomal protein ' 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72 909_ (Y12227) ribosomal protein S18A 



33047 



m 

a 



y 5 

u 
a 

n 



[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal 518 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana, ESTs gb_T.2,1121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


230231 


Seq. ID 


LIB3196-053-P1-M1-E4 


Method 


BLASTX 


NCBI GI 


g2134892 


BLAST score 


340 


X-J V CL ^ XA. ^ 


2 Oe-32 


Match length 


7 6... 


% identity 


89 - 


NCBI Description 


cell surface glycoprotein - human >gi_188256 (M60334) ce 




surface glycoprotein [Homo sapiens] 




>gi 1834 4 60 emb CAB06609 (Z84814 ) HLA-DRA*0102 [Homo 




saoiens 1 


Sea. No. 


230232 


9pci id 

OC^^ . 4- ^ 


LIB3196-053-P1-M1-E5 


Mp1" hod 


BLASTX 


NCBI GI 


g30851 


BLAST score 


192 


E value 


4.0e-15 


Match length 


38 


% "i ripnt i t v 


97 


NPRT DpsPTint 1 on 


fXfi^4?l ) h OTTin 1 nmip tn F. pdIi On ?iiT TiT'O'hpin F Hotdo «;^^Di pn^;! 

\ \J ^ ^ £^ J- f 11 wlLlW JL Lie L- w 1-J . w W U. X L^i 1 CI w r ^ C X 1 1 [_ 1 1 WILIW O CI k-f JL ^1 1 O J 


Seq. No. 


230233 


Seq. ID 


LTR"^! gfi-OS'^-Pl -Ml -F6 


Mp1~ h nH 




NCBI GI. 


g3414809 


BLAST score 


150 


E value- 


4 .Oe-10 


Match "length 


76 - 


% i dpnt i t V 


49 


NPRT Dpspr 1 ni" i nn 


V i.\J\Jd.^^Zf/ J-_JO ^LiUlO iLl U O U X U. O, J 


Sea No. 


230234 


Seq. ID 


LIB3 19 6-053- Pl-Ml-FlO 


Mpthod 


BLASTX 


NCBI GI 


g2245138 


BLAST score 


185 


E value 


7.0e-14 


Match length 


63 


% identity 


62,- 


NCBI Description 


( Z9734 4 ) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


230235 


Seq. id' 


LIB3196-053-P1-M1-F12 


Method 


BLASTX 


NCBI GI- 


g4539005 . 


BLAST score 


250 


E value 


2.0e-21 


Match length 


112 
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% identity 45 

NCBI Description {AL049481) putative oxidoreductase [Arabidopsis thaliana] 

Seq. No. 230236 

Seq. ID LIB3196-053-P1-M1-G11 

Method BLASTX 

NCBI GI gl26156 

BLAST score 313 

E value 7.0e-29 

Match length 109 

% identity 60 



NCBI Description LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) leguiuin B 

[Gossypium hirsutum] >gi^225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 



D 
O 

e 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 

Seq;- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230237 

LIB3196-053-P1-M1-G12 

BLASTX 

g226120 

218 

l.Oe-17 

83 

54 

vicilin gene B [Saguinus oedipus] 
230238 

LIB3196-053-P1-M1-G3 

BLASTX 

gl346347 

498 

2.0e-50 

102 

99 

KERATIN, TYPE II CYTOSKELETAL 6D (CYTOKERATIN 6D) 
(K6D KERATIN) >gi_2119225_pir 
human (fragment) >gi_91483.3 ('L42610 
sapieng] 



(CK 6D) 
161769 keratin type II - 

keratin type II [Homo 



230239 

LIB3196-053-P1-M1-G5 

BLASTX 

gl22106 

398 

6.0e-39 

80 

100 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_217 95_emb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
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(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania* rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 


230240 


Seq. ID 


LIB3196-053-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g4263779 


BLAST score 


353 


E value 


2.0e-33 


Match length 


104 


% identity 


66 


NCBI Description 


(AC006068) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


230241 


Seq. ID 


LIB3196-053-P1-M1-H10 


Method 


BLASTX 


NCBI GI 


gl06322 


BLAST score 


197 


E value 


2.0e-21 


Match length 


87 


% identity 


59 ' - . ' 


NCBI Description 


hypothetical protein (LIH 3' region) - human 


Seq. No. 


230242 


Seq. ID 


LIB3196-053-P1-M1-H4 


Method 


BLASTX 


NCBI GI 


gl363944 


BLAST score 


695 


E value 


l.Qe-73 


Match length 


139 


% identity 


99 


NCBI Description 


type I keratin 16 - human >gi_1195531_bbs_172338 {S798' 




type'l keratin 16, K16 [human, epidermal keratinocytes, 




Peptide, 473 aa] [Homo sapiens] 


Seq. No. 


■v.; 

230243 


Seq. ID 


LIB3196-053-P1-M1-H8 


Method 


BLASTX 


NCBI GI 


g4512699 


BLAST score 


396 


E value 


l.Oe-38 


Match length 


115 


% identity *^ • 


73 ^ - 


NCBI Description 


(AC006569) putative NADH-ubiquinone oxireductase 




[Arabidopsis thaliana] 


Seq. No. 


230244 


Seq. ID 


LIB3196-053-P1-M1-H9 


Method 


BLASTX 


NCBI GI 


g3861068 


BLAST score 


145 


E value 


4.0e-09 
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Match, length 

% identity 

NCBI Description 

Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

% identity 

NCBI Description 



65 
45 

(AJ235272) unknown [Rickettsia prowazekii] 
230245 

LIB3196-054-P1-M1-A1 

BLASTX 

gl236083 

398 

8.0e-39 

123 

69 

(U49507) Lisch7 [Mus musculus] 



m 



O 
S 

St 



Li 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230246 

LIB3196-054-P1-M1-A11 

BLASTX 

g2578033 

544 

6.0e-56 

109 

92 

(X97016) omega-6 desaturase [Gossypium hirsutum] 



230247 

LIB3196-054-P1-M1-A12 

BLASTX 

g2443751 

136. 

7.0e-09 

83 

54 

(AF020303) 
(AC002535) 



f umarase 
putative 



[Arabidopsis thaliana] >gi_2529676 
fumarase [Arabidopsis thaliana] 



230248 . 

LIB3196-054-P1-M1-A4 

BLASTX 

gl336807 

337 

l.Oe-31 

119 

58 

(S81193) CEN=GTP-binding protein homolog 
[Antirrhinum=snapdragons, Peptide, 181 aa] [Antirrhinum] 
>gi_1587482_prf 2206476A CEN gene [Antirrhinum sp,] 

230249 

LIB3196-054-P1-M1-A6 

BLASTX 

g2702281 

147 

2.0e-09 

59 

51 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 



33051 



51 



E — 

Si 



Sea. No. 


230250 




Seq. ID 


LIB3196-054-P1-M1- 


-A7 


Method 


BLASTX 




NCBI GI 


g225280 




BLAST score 


339 




E value 


5.0e-32 




Match length 


72 




% identity 


90 




NCBI Description 


rpoC-like ORF 548 


[Nicotiana tabacuiti] 


Seq. No. 


230251 




Seq. ID 


LIB3196-054-P1-M1- 


-A8 


Method 


BLASTX 




NCBI GI 


g3024646 




BLAST score 


602 




E value 


l.Oe-62 




Match length 


119 




% identity 


98 




NCBI Description 


STEROL REGULATORY 


ELEMENT BINDING PROTEIN- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length- 



(STEROL REGULATORY ELEMENT-BINDING TRANSCRIPTION FACTOR 2) 

>gi_1082805_pir ^A54962 sterol regulatory element binding 

protein 2 precursor - human >gi_451330 (U02031) sterol 
regulatory element binding protein-2 [Homo sapiens] 

23025-2 

LIB3196-054-P1-M1-B1 

BLASTX 

gll3950 

623 

3.0e-65 

126 

61 

ANNEXIN II {LIPOCORTIN II) (CALPACTIN I HEAVY CHAIN) 
(CHROMOBINDIN 8) (P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 

PROTEIN IV) (PAP-IV) >gi_71761_pir LUHU36 annexin II - 

human >gi_219910_dbj_BAA00013_ {D00017) lipocortin II [Homo 
sapiens] 

230253 

LIB3196-054-P1-M1-B11 

BLASTX 

gll36402 

326 

3.0e-30 

112 

62 

(D79993) similar to hypothetical protein L8167.6 of 
Saccharomyces cerevisiae. [Homo sapiens] 

230254 

LIB3196-054-P1-M1-B12 

BLASTX 

g399413 

691 

4.0e-73 
130 
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if « 

%, identity 99 

NCBI Description ELONGATION FACTOR 1-ALPHAl { EF-1 -ALPHA- 1 ) (ELONGATION 

FACTOR TU) (EF-TU) >gi_72869_pir EFRBl translation 

elongation factor eEF-1 alpha chain - rabbit 

>gi_1070665_pir EFHUl translation elongation factor eEF-1 

alpha-1 chain - human >gi_1551_emb_CAA44162_ (X62245) 
elongation factor 1 alpha [Oryctolagus cuniculus] 
>gi_31098_emb_CAA27245_ (X03558) EF-1 alpha (aa 1-463) 
[Homo sapiens] >gi_181963 {J04 617) elongation factor 
EF-l-alpha* [Homo sapiens] >gi_495221 (U09823) elongation 
factor 1 alpha [Oryctolagus cuniculus] 

>gi_4503471_ref_NP_001393.1_pEEFlAl_ eukaryotic translation 
elongation factor 1 .alpha 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230255 

LIB3196-054-P1-M1-B2 

BLASTX 

g280816 

661 

l.Oe-69 

134 

99 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377_emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253"' (AF049259) keratin 13 [Homo sapiens] 
>gi_4504 911_ref_NP_002265.1_pKRT13_ keratin 



01 



O 

O 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230256 

LIB3196-054-P1-M1-B6 

BLASTX 

g3282092 

165 

l.Oe-11 

108 

38 

(AJ007446) hypothetical protein [Thermotoga neapolitaha] 

230257- • . 

LIB3196-054-P1-M1-B7 

BLASTX 

g3309082 

544 

6. Oe-56 

125 

84 

(AF076251) calcineurin B-like protein 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230258 

LIB3196-054-P1-M1-B8 

BLASTX 

gl83663 

167 

l.Oe-11 

32 
100 

(M99422) glutathione transferase [Homo sapiens] 
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O • IN • 


230259 




LTB3196-054-Pl-Ml-Cll*^-' • 


Method 


BLASTX 


NCBI GI 


g2921213 




462 


P" 1 n P 


2 Oe-46 




123 


% "1 Hpnl" i1" V 


73 


MPRT Dp c;^!" "i d1" 1 on 

IN Va» u J. c o ^ JL. ^ -1. vy 1 1 


fAF026150^ beta-ketoacvl-ACP svnthase TTTA rpprilla 




'FT"n"t"P<=?r'pn*5 1 


Qpn No 


230260 


Seq. ID 


LIB3196-054-P1-M1-C3 


Method 


BLASTX 


NCBI GI 


a2244975 




499 


£j V a. J- LLC 


X • W C J u 


L id 


125 




73 




^7. Q7'^4n^ hviDO't" hp'hir'pil oTO'hP'in fATshi Ho"r>c5 \ ^ 1"halip^n^l 


Sea No 


230261 




xjxo^x^u vj^i r^x Lix 


MpI" h oH 


BLASTX 


MPRT CI 


al25077 


BLAST score 


367 


E value 


4.0e-35 


Mat'phi lpnn"t*hi 


76 


^ X1^dlL.XL.y 


J X 




KTRATTN TYPF T PYTn<^T<TT PTAT 1"^ ^ PYTOKPR ATTN 1 ^ ^K"!"^^ ( CK 








1 rk-nrr -Fot-tti — hnman "^rfi '^40'^'^ PmH PAA'^97fifJ ^Y14^^4n\ Vp-ra-h-in 




T r H r\T(\ r\ Qar^ipncl 
x^ |_ riv^iiiv,^ od^xdioj 


Spo No 


230262 


Seq. ID 


LTR31 96-nS4-P1 -Ml -P6 

±J X '^X^U V/'^Tl ^X LIX Vi^ Vf 


Method 


BLASTX 


NCBI GI 


g2583129 


RT.A^T ctooTP 
oxin.o X o ^^uf X c 


297 


Hi V Ct X Li.C 






ft 1 

O X 


3; THpTTl~l't~\7 
^ XUdlUXL.^ 


70 


LNV^OX i^CoL'XX^L.X^^ii 


^APnn'?'^fi'7\ TMi"l~a"l~'iTrp TnP't~hi(^n"inp amnnor^or^l'THsao fAvaV^Trl/^r^CTC 
V "^-z u u ^ *j o / / ^ixudt-xve iiic L.iixk..'iiXiic cLiiiJ-ii^^c;^ Lxvxdoc |,xax diJXU.L'^o j.o 




UllClXXCtiiCl J 


Qprr No 


230263 


Seq. ID 


LIB3196-054-P1-M1-C7 


Method 


BLASTX 


NCBI GI 


g2145023 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


71 


% identity 


48 


NCBI Description 


{U97700) 15.5 kDa oleosin [Sesamum indicum] 


Seq. No. 


230264 
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Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-054-P1-M1-D1 

BLASTX . 

g3024665 

199 

,2.0e-15 

116 

40 

STRICTOSIDINE SYNTHASE 
strictosidine synthase 



3 PRECURSOR >gi_1754987 {U43946) 
[Arabidopsis thaliana] 



230265 

LIB31 96-054 -Pl-Ml-DlO 

BLASTX 

g3128168 

171 

3.0e-12 

43 

60 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

230266 

LIB3196-054-P1-M1-D11 

BLASTX 

gl223922 

305 

6.0e-28 

67 

81 

(U49445) Vigna radiata vicilin peptidohydrolase [Vigna 
radiata] 

230267 

LIB3196-054-P1-M1-D12 

BLASTX 

g3875242 

207 

2.''0e-16 

85 

52 

{Z75532) similar to mitochrondrial carrier protein; cDNA 
EST yk264h5.5 comes from this gene [Caenorhabditis elegans] 

230268 

LIB3196-054-P1-M1-D2 

BLASTX 

gl37578 

547 

2 . Oe-56 

125 

86 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) ■ 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha- globulin A 

[Artificial gene] >gi_226119_prf _1410330A vicilin gene A 

[Saguinus oedipus] 
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Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230269 

LIB3196-054-P1-M1-D3 

BLASTX 

gll5833 

460 

4.0e-46 

117 

77 

CHLOROPHYLL A-B BINDING PROTEIN CP24 lOA PRECURSOR 

(CAB-lOA) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

230270 

LIB3196-054-P1-M1-D4 

BLASTX 

g3080405 

290 

4.0e-26 

100 

57 

(AL022603) Lsdl lake protein [Arabidopsis thaliana] 
oqi_4455269_emb_CAB36805.1_ (AL035527) Lsdl like protein 
[Arabidopsis thaliana] 

230271 

LIB3196-054-P1-M1-D6 

BLASTX 

g3885334 

596 

5.0e-62 

125 

84 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

230272 

LIB3196-054-P1-M1.-D9 

BLASTX 

g421876 

364 

8.0e-35 

114 

66 

probable ATP synthase chain - soybean 

>gi_396230_enib_CAA52349_ (X74296) putative ATP synthase 
subunit [Glycine max] 

230273 

LIB3196-054-P1-M1-E1 

BLASTX 

g4415936 

218 

l.Oe-17 

55 

71 
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NCBI Description (AC006418) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI, 
BLAST score 
E value 
Match length 
% identity 



230274 

LIB3196-054-P1-M1-E10 

BLASTX 

g3080416 

182 

l.Oe-13 

41 

85 

(AL022604) UDP-galactose transporter 
[Arabidopsis thaliana] 



like protein 



230275 

LIB3196-054-P1-M1-E11 

BLASTX 

gl888357 

515 

l.Oe-52 

123 

75 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

230276 

LIB3196-054-P1-M1-E2 . 

BLASTX 

gl25080 

238 

5.0e-20 

120 

45 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKEE^TIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowlihg-Meara, Koebner) 

230277 

LIB3196-054-P1-M1-E4 

BLASTX 

g3540195 

604 

5.0e-63 

122 

44 

(AC004260) Unknown protein [Arabidopsis thaliana] 
230278 

LIB3196-054-P1-M1-E7 

BLASTX 

g2160158 

213 

3.0e-17 

48 

81 



33057 



4 



i — 



9 

D 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match leng,th 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC000132) Similar to elongation factor 1-gainma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

230279 

LIB3196-054-P1-M1-E8 

BLASTX 

gll5421 

685 

2.0e-72 

133 

30 

NEURAL-CADHERIN PRECURSOR (N-CADHERIN) 

>gi_319925_pir IJBOCN N-cadherin precursor - bovine 

(fragment) >gi_6648 94_emb_CAA37677_ (X53615) N-cadherin 
[Bos taurus] 



230280 

LIB3196-054-P1-M1-E9 

BLASTX 

gl703377 

246 

6.0e-21 

45 

100 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



1 >gi_951146 (U31350) 
1 [Xenopus laevis] 



230281 

LIB3196-054-P1-M1-F5 

BLASTX 

g2443314 

158 

7.0e-21 - 

98 

59 

(D63774) keratin 14 [Rattus n'orvegicus] 
230282 

LIB3196-054-P1-M1-F8 

BLASTX 

g3128177 

528 

4.0e-54 

125 

82 

{AC004521) unknown protein [Arabidopsis thaliana] 
230283 

LIB3196-054-P1-M1-F9 

BLASTX 

gll99772 

245 

7-.0e-21 

51 

86 

(D83226) extensin like protein ^[Populus nigra] 



33058 



t 



y = 



Seq. , No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1199774_dbj_BAA11855_ {D83227) extensin like protein 
[Populus nigra] 

230284 

LIB3196-054-P1-M1-G1 

BLASTX 

g559703 

605 

4.0e-63 

133 

89 

(D38549) hal025 is new [Homo sapiens] 
230285 

LIB3196-054-P1-M1-G11 

BLASTX 

g2459421 

411 

2.0e-40 

110 

68 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

230286 

LIB3196-054-P1-M1-G3 

BLASTX 

glOOOOl 

450 

6.0e-45 

121 

72 

endopeptidase CI - kidney bean >gi_1345573_emb_CAA4 0073_ 
(X56753) endopeptidase . (EP-Cl) [Phaseolus vulgaris] 

230287 

LIB3196-054-P1-M1-G7 

BLASTX 

g2655420 

440 

9.0e-44 

109 

76 

(AF035414) heat shock cognate protein HSC70 [Brassica 
napus] 

230288 

LIB3196-054-P1-M1-G8 

BLASTX 

g2507455 

578 

6.0e-60 ^ 

125 - 

92 

FORMATE—TETRAHYDROFOLATE LIGASE ( FORMYLTET RAH YDRO FOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir ^A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 



33059 



it 



m 



1^ 



□ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. . id" ^v- •■■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

■230289 

LIB3196-054-P1-M1-H2 

BLASTX 

g799177 

163 

3.0e-ll 

122 

39 

(U22055) 100 kDa coactivator [Homo sapiens] 
230290 

LIB3196-054-P1-M1-H3 

BLASTX 

g473949 

182 

2.0e-13 

36 

97 

{D29958) KIAA0116 [Homo sapiens] 
230291 

LIB3196-054-P1-M1-H7 

BLASTX 

g266690 

360 

2.0e-34 

101 

73 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 kDa oleosin 
[Gossypium hirsutum] >gi_167365 (L00936) 18.2 kDa oleosin 
[Gossypium hirsutum] 

230292 

LIB3196-055-P1-M1-A12 

BLASTX 

g2462749 

403 

2.0e-39 

81 

94 

{AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

230293 

LIB3196-055-P1-M1-A2 

BLASTX 

gl35858 

467 

6.0e-47 • 
119 

78 .-^ 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) ' 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA4 5114_ (X63551) 



33060 



it 



t 



m 



O 

n 



tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_445128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 



Seq. No. 


230294 


Seq. ID 


LIB3196-055-P1-M1-A6 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


358 


E value 


4 . Oe-34 


Match lenath 


117 


% identitv 


62 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 




>gi 480787 pir S37271 ribosomal protein L13 - Arabidops 




thaliana >gi_404166_emb_CAA53005_ (X75162) BBCl protein 




[Arabidopsis thaliana] 


Seq. No. 


230295 


Seq. ID 


LIB3196-055-P1-M1-A7 


Method 


B'LASTX 


NCBI GI 


04 00687 5 


RT.A9T c;pn"rp 

Ly J_JxiO ± o J- ^ 


197 


E value 


2 . Oe-15 


Match length 


91 


% identity 


48 


NCBI Description 


(Z99707) putative protein [Arabidopsis.- thaliana] 


Sea No 


230296 


Seq. ID 


LTR'^1 Qfi-DSS-Pl -Ml -Aft 


Mp1~ hod 


BLASTX 


NCBT GT 




RT.AST c?pnrp 


136 


E valup 


9.0e-12 


Match length 


86 




53 f • 


NCBI Description 


(AF016633) GHl protein [Glycine max] 


Sea No 


230297 


Seq. ID 


LIB3196-055-P1-M1-B1 




RLASTX 


NCBI GI 


□2137162 


BLAST srore 


288 


F. va 1 n p 


5 . Oe-26 


Match length 


97 


% identity 


70 


NCBI Description 


BAP31 protein - mouse >gi_1487986_emb_CAA57414_ (X81816) 




BAP31 [Mus musculus] 


Seq. No. 


230298 


Seq, ID 


LIB3196-055-P1-M1-B3 


Method 


BLASTX 


NCBI GI 


gl742951 


BLAST score 


278 


E value 


l.Oe-24*'" 


Match length 


61 


% identity 


89 



33061 
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NCBI Description {Y09817) Ca2+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230299 

LIB3196-055-P1-M1-B5 

BLASTX 

gl29899 

302 

4.0e-28 

78 

77 

PROSTAGLANDIN G/H SYNTHASE 1 PRECURSOR (CYCLOOXYGENASE -1) 
(COX-1) (PROSTAGLANDIN-ENDOPEROXIDE SYNTHASE 1) 
(PROSTAGLANDIN H2 SYNTHASE 1) (PGH SYNTHASE 1) (PGHS-1) 

(PHS 1) >gi_88488_pir JH0259 prostaglandin-endoperoxide 

synthase (EC 1.14.99.1) 1 precursor - human >gi_189887 
(M59979) prostaglandin endoperoxide synthase [Homo sapiens] 
>gi_243972_bbs_78221 {S78220) prostaglandin endoperoxide 
synthase, cyclooxygenase [human, platelets. Peptide, 599 
aa] [Homo sapiens] >gi_24 962 6_bbs_10394 6 (S36271) 
prostaglandin G/H synthase, PGG/HS [human, lung fibroblast. 
Peptide, 599 aa] [Homo sapiens] 



m 



Q 
o 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230300 

LIB3196-055-P1-M1-C1 

BLASTX 

gl524121 

157 

2.0e-10 

56 

57 

(X96539) malate dehydrogenase [Mesembryanthemum 
crystalliniom] 

230301 

LIB3196-055-P1-M1-C12 

BLASTX 

gl809248 

319 

l.Oe-29 

124 

56 

(U51586) siah binding protein 1 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230302 

LIB3196-055-P1-M1-C3 

BLASTX 

g2739383 

377 

2.0e-36 

119 

68 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230303 
LIB3196-055- 
BLASTX 
gl708480 



P1-M1-C5 



33062 



it 



t 



run. 

m 



a 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq? ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



233 

2.0e-33 

108 

76 

IMPORTIN ALPHA-2 SUBUNIT (KARYOPHERIN ALPHA-2 SUBUNIT) 

(SRPl-ALPHA) (RAG COHORT PROTEIN 1) >gi_2135835_pir ^A56516 

nuclear localization sequence receptor SRPl alpha - human 
>gi_791185 (U09559) Rchl [Homo sapiens] >gi_899539 (U28386) 
hSRPlalpha [Homo sapiens] 

>gi_4504897__ref_NP_002257.1_pKPNA2__ karyopherin alpha 2 
(RAG cohort 1, import in alpha 1) 

230304 

LIB3196-055-P1-M1-D12 

BLASTX 

gl26396 

644 

l.Oe-67 

125 
94 

ARACHIDONATE 15-LIPOXYGENASE ( ARACHIDONATE OMEGA-6 

LIPOXYGENASE) (15-LOX) >gi_86878_pir A31349 arachidonate 

15-lipoxygenase (EC 1.13.11.33) - human >gi_307135 (M23892) 
rs-lipoxygenase [Homo sapiens] >gi_1872525 (088317) 
15-lipoxygenase [Homo sapiens] 

>gi_4502055_ref_NP_001131 . l_pAL0X15__ arachidonate 
15-lipoxygenase 

230305 

LIB3196-055-P1-M1-D5 

BLASTX 

g72287 

629 

6.0e-66 

121 

99 

beta-globulin A precursor (clone 94) — upland cott'on 
(fragment) >gi^l67377 (M16905) legumin precursor [Gossypium 
hirsutum] 

230306 

LIB3196-055-P1-M1-E12 

BLASTX 

gl25887 

164 

2.0e-ll 

89 

45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 

230307 

LIB3196-055-P1-M1-E2 

BLASTX 

g683553 
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if 



f 



ezs. 



01 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



210 

8.-0e-17 

97 

48 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 



Seq. No. 


230308 


Seq. ID 


LIB3196-055 


Method 


BLASTX 


NCBI GI 


gl67311 


BLAST score 


316 


E value 


3.0e-29 


Match length 


71 


% identitv 


8.5 


NCBI Descriotion 


(M83301) 2S 


Sea No. 


230309 


Seq. ID 


LIB3196-055 




RLA^TX 


NCBI GI 


g4262140 


BLAST score 


143 


E value 


■2.0e-12 


Match length 


77 


9t iH^n'l~*i"h\7 


58 


NPRT Dpspti nt" i on 


f AC005275 ) 1 


Seq.' No. 


230310 


Seq, ID 


LTB3196-0SS 


L ie U 1 iWvJ. 




NCBI GI 


a3643595 


BLAST score 


303 


E value 


l.Oe-27 


Match length 


110 


% identity 


54 


NCBI Description 


(AC005395) ] 


Seq. No. 


230311 


Seq. ID 


LIB3196-055- 


Method 


BLASTX 


NCBI GI 


gl25105 


BLAST score 


562 


E value 


5.0e-58 


Match length 


122 


% identity 


92 


NCBI Description 


KERATIN, TY: 



-Ml-Fl 



-P1-M1-F12 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) (CK 5) 
(58 KD CYTOKERATIN) >gi_88051_pir_A29904 keratin K5, 58K 
type II, epidermal (version 1) - human >gi_307082- (M21389) 
keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415. l_pKRT5_ keratin 

230312 

LIB3196-055-P1-M1-F3 

BLASTX 

gl732417 

246 

6.0e-21 



33064 



4 



m 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(U47924) DRPLA [Homo sapiens] 
230313 

LIB3196-055-P1-M1-F5 

BLASTX 

g2746719 

149 

l.Oe-09 

45 

64 

(AF038386) histone H2B [Capsicum annuum] 
230314 

LIB3196-055-P1-M1-G1 

BLASTX 

g4102715 

454 

2.0e-45 

113 

77 

(AF015287) serine protease [Homo sapiens] 
230315 

LIB3196-055-P1-M1-G11 

BLASTX 

gll3287 

498 

2.0e-50 

96 

95 

ACTIN, ALPHA SKELETAL MUSCLE {ALPHA-ACTIN 1) 

>gi_71610_pir ^ATHU actin, skeletal muscle - human 

>gi_71612_pir ^ATRT actin, skeletal muscle - rat 

>gi_71613_pir ATCH. actin alpha, skeletal muscle - chicken 

>gi_90264_pir A24904 actin, skeletal muscle - mouse 

>gi_55577_emb_CAA24529_ (V01218) actin [Rattus norvegicus] 
>gi_63029_emb_CAA24753_ (V01507) a-actin [Gallus gallus] 
>gi_178029 (J00068) alpha-actin [Homo sapiens] >gi_309088 

(M12866) actin [Mus musculus] >gi_337746 (M20543) 
alpha-skeletal actin precursor [Homo sapiens] >gi_387081 

(M12347) alpha-actin [Mus musculus] >gi_790202 (U16368) 

skeletal alpha actin [Sus scrofa] >gi_223503_prf 0809315A 

actin [Rattus norvegicus] 

>gi_4501881_ref_NP_001091. l_pACTAl_ actin, alpha 1, 
skeletal muscle 

230316 

LIB3196-055-P1-M1-G12 

BLASTX 

g4263711 

203 

2.0e-16 

44 

86 

(AC006223) putative CCR4-associated transcription factor 



33065 



4 



f 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230317 

LIB3196-055-P1-M1-G2 

BLASTX 

gl37578 

461 

5.0e-58 

120 

97 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir 306398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi__207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_j)rf 1410330A vicilin gene A 

[Saguinus oedipus] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230318 

LIB3196-055-P1-M1-G6 

BLASTX 

g2960216 

355 

2.0e-36 
114 

71 . 

(AJ223384) 26S proteasome regulatory ATPase subunit 10b' 
(SlOb) [Manduca sexta] 

230319 

LIB3196-055-P1-M1-H1 

BLASTX 

g3869127 

282 

3.0e-25 

81 

63 

(AB019527) LDOCl protein" [Homo sapiens] 



p Seq. No. 

Seq. ID 

Method 
^ NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230320 

LIB3196-055-P1-M1-H2 

BLASTX 

g3869127 

170 

5.0e-12 

77 

47 

(AB019527) LDOCL protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230321 

LIB3196-055-P1-M1-H3 

BLASTX 

g2586082 

339 

6.0e-32 

110 

56 

(U72725) retrofit [Oryza longistaminata] 



33066 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230322 

LIB31 96-05 6-Pl-Ml-Al 

BLASTX 

g2583135 

436 

3.0e-43 

99 

88 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral' organs 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230323 

LIB3196-056-P1-M1-A2 

BLASTX 

gll70373 

355 

3.0e-34 

78 

90 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4-6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230324 

LIB3196 

BLASTX 

g391574 

296 

4.0e-27 

69 

81 

LEGUMIN 
(M69188 
>gi_44 4 
[Gossyp 



■056-P1-M1-B7 



A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
) legumin A [Gossypium hirsutum] 

320_prf 1906369A legumin A: ISOTYPE=D alloallele 

ium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230325 

LIB3196-056-P1-M1-C10 

BLASTX 

g3915742 

259 

l.Oe-39 

90 ' 
93 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A: ISOTyPE=D alloallele 

[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230326 

LIB3196-056-P1-M1-C12 

BLASTX 

g4539292 



33067 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



438 

l.Oe-43 

92 

87 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230327" 

LIB3196-056-P1-M1-C2 

BLASTX 

gl800317 

187 

5.0e-17 

73 

77 

{U83896) Rat homologues of yeast sec7p [Rattus norvegicus] 
>gi_3660538_dbj_BAA33429_ (AB013466) cytohesin 2 [Mus 
musculus] >gi_3885503 (AF079971) cytohesin-2 [Mus musculus] 

230328 

LIB3196-056-P1-M1-C3 

BLASTX 

gl223922 

486 

4.0e-4 9 

113 - ^ . 

74 

(U49445) 
radiata] 



Vigna radiata vicilin peptidohydrolase [Vigna 



230329 

LIB3196-056-P1-M1-C8 

BLASTX 

g4538997 

167 

8.0e-12 

75 

47 

(AL049481) AIGl-like protein [Arabidopsis thaliana] 
230330 

LIB3196-056-P1-M1-C9 

BLASTX 

gll07696 

457 

6.0e-46 

94 . 
90 

{X86691) Mi-2 protein [Homo sapiens] 

>gi_4557453_ref_NP_001264 . l_pCHD4_ chromodomain helicase 
DNA binding protein 

230331 

LIB3196-056-P1-M1-D3 

BLASTX 

g3868758 

320 



33068 





2 ne-32 




94 


o X 1 1 ^ J. I. 


67' 


NPRT Dp nr* "i r»1" 1 on 




Seq. No. 


230332 


Seq. ID 


LIB3196-056-P1-M1-D9 


Method 


BLASTX 


NCBI GI 


g2624326 


BLAST score 


338 


E value 


6.0e-32 




93 


% identity 


74 


NCBI Descrintion 


(AJ002893) OsGRPl fOrvza satival 


Seq. No. 


230333 


Seq. ID 


LIB31 96-05 6-Pl-Ml-El 


Method 


BLASTX 


NCBI GI 


gl37580 


BLAST score 


199 


E value 


l.Oe-15 


Match length 


44 


% identity 


89 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



>gi_72286_pir FWCNAB alpha-globulin B, precursor (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

230334 

LIB3196-056-P1-M1-E12 

BLASTX 

g3695408 

229 

5.0e-19 

87 

48 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4 538 956_emb_CAB39780 , 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

230335 

LIB3196-056-P1-M1-E9 

BLASTX 

g3915742 

530 

2.0e-54 
117 . 
89 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) {LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

230336 

LIB3196-056-P1-M1-F12 
BLASTX 



33069 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll3944 
525 

9.0e-54 

105 

99 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34388_emb_CAA29338_ (X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi__224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230337 

LIB3196-056-P1-M1-F2 

BLASTX 

gll3944 

434 

5.0e-43 

100 

88 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34388_emb_CAA29338_ (X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi_224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230338 

LIB3196-056-P1-M1-F3 

BLASTX 

g2832237 

469 

4 .Oe-47 

122 

84 

(AF022655) 
sapiens] 



cep250 centrosome associated protein [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230339 

LIB3196-056-P1-M1-F5 

BLASTX 

gl30224 

645 

8.0e-68 

124 - 
56 

l-PHOSPHATIDYLINOSITOL-4, 5-BISPHOSPHATE PHOSPHODIESTERASE 
GAMMA 1 (PLC-GAMMA-l) (PHOSPHOLIPASE C-GAMMA-1) (PLC-II) 
(PLC-148) >gi__8 9333_pir S00666 

l-phosphatidylinositol-4 , 5-bisphosphate phosphodiesterase 
(EC 3.1.4.11) isozyme II - bovine >gi_639_emb_CAA68 4 0,6^ 
(Y00301) phosphatidylinositol-specif ic phospholipase C. 

[Bos taurus] >gi_225974_prf 1404383A phospholipase C [Bos 

taurus] 



33070 



O C • lhKJ * 


^ -J *± \j 


Qc^rr Tn 

oeq . 1 u 








NCBI GI 


g4193388 


BLAST score 


306 


Hi V CI ^ Lie 


3.0e-28 




U X 


St iH&n'l~'i't~\/ 


93 


MPRT Dp <5P T 1 nt" i on 


fAFnQ14SS^ tT^n^sl^tion^llv pontToll pH "hnmoT" oyo"t~p'in f HoTrp^ 

\ r\L \j ^ X *t 0 f \, X oiLij xa L. .xyji LQ.^ X y 1 1 \^ x \j x. x. x WLiCXii [_nevect 




Ux aoxxxeiioxo j 




230341 


Seq. ID 


LIB3196-056-P1-M1-F7 




OXinO 1 /\ 




al37578 




4 4 
** 1 u 


£j V d X Lie 


7 Oe-50 




115 


% identity 


94 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 




>rf'i ft1'S4S oiT ^nfi3Qfi ^^lohp— rrl ohn 1 *i n t" vop A or*ponr*QOT" — 
■^yx 0x^*1^ ^xx \j\j\jo^\j ox^iici yxwxjLixxii uj^^e n. ^xev_>LXXowx 




Ll^ XdllLi OLJL.LL^ll -^yx XU/^/X ^l*iX:?J/0/ VXL^XXXli ^XeL^LlXOL^X 




r f^oc; c;\rn -iiiTn h-iT-ciTt-nml '^rr t 9n7Qnf^ ^M10n97^ aloha rrl riHi 1 1 n -n A 




[,r^x L.X X XL^xdx yciiej -^yx ^^uxx^ ^xx x^xw^^u/^ vx^xxxii yeiie r\ 




[ Ody UXIlUo UebUXpub J , 


Coo Mo 


^ J W -.J *3 ^ 


oeC^ . X u 


IjXZjO Xly \j KJ 0\J £rX iuX oXU 


Method 


BLASTX 


NCBI GI 


g2 08 8 6 62. 


RT ZXQT tzrTtre^ 
OXiraO J. ov-'^JXe 


^ X X 


Ht VaXUe 


a np-i 1 

D • Ue X / 


LYiaucn. xenyLii 


x\J 


T> J- Lie I i X L. y 


48 


M Tu X ^^ Q c" 1^ T 4" T 

iNv^OX UeoCx X^UXQIl 


^ril; U \J ^ X U _7 ^ UIl JvIlOWll px(JL.eXri [_ rt.x a.lJXLivjpo X S t.na,X Xdna. J 


9*arr Mo 
o e L4 • IN w * 


230343 


0 eL^ • XL/ 


t.tr3i Qfi-fT^fi-Pi -Ml -r;i 9 

XiXO.jX^UUODXrXLuXOX^ 


L*ie LilL/U 


oT n qTV 


IN ^ D X LJ X 


rr9'Sn7999 


BLAST score 


152 


E value 


5.0e-10 


L'la t_oii xeii.<J Uii 


fin 


^ XUell L X L. y 


47 


iNk^DX UeoOX X_pUX(^il 






KXildoe cab oOt-Xa UeCl pxOUcXn piiOopfla. L-aoc L/ixaDXClOpSXS 




unaxxanaj 


Qfio Mo 


930344 
^ J w J 1 1 




T.TR31 Qfi-OSfi-Pl -Ml -HI 
xixo^x^u yj 0 \j J. X Ljx nx 


Method 


BLASTX 


NCBI GI 


g2213425 


BLAST score 


150 


E value 


5.0e-10 


Match length 


7 6 


% identity 


28 


NCBI Description 


(Z97064) hypothetical protein [Citrus x paradisi] 



33071 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230345 

LIB3196-057-P1-M1-A10 
BLASTX 

gll3001 • - 

585 

9.0e-61 

120 

5 

ENDOTHELIAL ACTIN-BINDING PROTEIN {ABP-280) (NONMUSCLE 

FILAMIN) (FILAMIN 1) >gi_106081_pir ^A37098 gelation factor 

ABP-280, long form - human >gi_28243_emb_CAA37 4 95_ (X53416) 
actin-binding protein [Homo sapiens] 

>gi_4503745_ref_NP_001447.1_pFLNA_ filamin 1 (actin-binding 
protein-280) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230346 

LIB3196-057-P1-M1-A11 

BLASTX 

gl37578 

362 

3.0e-37 ' 

115 

82 

VICILik PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor. 
[Gossypium hirsutum] >gi_2()7906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



230347 

LIB3196-057-P1-M1-A2 

BLASTX 

g595768 

160 

2,0e-ll . 
51 

59 /- 

(U13866) non-functional lacZ alpha peptide [Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230348 

LIB3196-057-P1-M1-A5 

BLASTX 

gl864017 

591 

2.0e-61 

114 

99 

{D63396) elongation factor-1 alpha [Nicotiana tabacum] 



Seq. No. 
Seq,. ID 
Method 
NCBI GI 
BLAST score 
E value 



230349 

LIB3196-057-P1-M1-A6 

BLASTX 

gl070465 

678 

l.Oe-71 



33072 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ^ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 

99 i. 

protein-glutamine' gamma-glutamyltransf erase (EC 2.3.2,13), 
epidermal - human >gi_186790 (M55183) protein-glutamine 
gamma-glutamyltransf erase [Homo sapiens] 

>gi_219632_dbj_BAA14329_ (D90287) transglutaminase [Homo 
sapiens] >gi_1256959 {M98447) keratinocyte transglutaminase 
[Homo sapiens] >gi_3868760_dbj_BAA34203_ (D10353) 
transglutaminase 1 [Homo sapiens] 

>gi_4507475_ref_NP_000350.1_pTGMl_ transglutaminase 1 (K 
polypeptide epidermal type I, 
protein-glutamine-gamma-glutamyl transferase) 

230350 

LIB3196-057-P1-M1-B1 

BLASTX 

g3183031 

238 

4 .Oe-20 

122 

48 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4H (EIF-4H) 
(KIAA0038) >gi_2914759 {AF045555) wbscrl [Homo sapiens] 

230351 

LIB3196-057-P1-M1-B11 

BLASTX 

g2117743, 

525 

l.Oe-53 

121 

85 

glutathione transferase (EC 2,5.1.18) A3 - human (fragment) 
>gi_951352 (L13275) glutathione S-transf erase A3 [Homo 
sapiens] 



Seq, No. 


230352. 


Seq, ID 


LIB3r96-057-Pl-Ml-B12 <i- 


Method 


BLASTX 


NCBI GI 


gl769895 


BLAST score 


471 


E value 


2.0e-47 


Match length 


127 


% identity 


69 


NCBI Description 


(X96598) CaLB protein [Arabidopsis thaliana] 


Seq,. No. 


230353 


Seq. ID 


LIB3196-057-P1-M1-B4 


Method 


BLASTX 


NCBI GI 


g4191344 


BLAST score 


541 


E value 


l.Oe-55 


Match length 


131 


% identity 


83 


NCBI Description 


(AF085199) golgin-84 [Homo sapiens] 


Seq, No. 


230354 



33073 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-057-P1-M1-B5 

BLASTX 

g3319958 

335 

2.0e-31 

250 
10 

(AJ228139) VAKTI precursor [Homo sapiens] 
230355 

LIB3196-057-P1-M1-B7 

BLASTX 

g3122072 

531 

2.0e-54 

105 

96 

ELONGATION FACTOR 1-ALPHA 1 (EF-l-ALPHA-1 ) (ELONGATION 

FACTOR TU) (EF-TU) >gi_2119922_pir 150226 elongation 

factor 1 alpha - chicken >gi_488468 (L00677) elongation 
factor 1 alpha [Gallus gallus] 

230356 

LIB3196-057-P1-M1-C10 

BLASTX 

g485514 

441 

7.0e-4 4 

93 
88 

ADRll-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine max] 

230357 

LIB3196-057-P1-M1-C2 

BLASTX 

g3876865 

142 

7.0e-09 

91 

34 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST y]c359h8.5 comes from this gene; cDNA EST 
yk374fll,5 comes from this gene; cDNA EST yk359h8.3 co 

230358 

LIB3196-057-P1-M1-C3 

BLASTX 

g2979551 

139 

7.0e-09 
67 • 
52 

(AC003680) putative receptor protein kinase [Arabidopsis 
thaliana] 



33074 



U E 

01 



Seq, No. 


230359 


Seq. ID 


LIB3196- 


Method 


BLASTX 


IN LJ ^ W X 


al67367 


RT.AfiT score 


2Q2 


£j V CI X 


1 . Oe-25 


Match length 


74 


i -1 Hpnt* i t V 

^ U. 1 1 1' -X L> 


74 


MPRT Dpscriotion 


(L08199) 


Seq, No. 


230360 


Seq. ID 


LIB3196-^ 


Method 


BLASTX 


NCBI GI 


a3758821 


BLAST score 


554 


R Tj";! 1 n p 

i-j V CL X LIO 


4 . Oe-57 


Mat~ph 1 pnrri'h 


128 


u x\Ad<LU>x^y 


88 


MPRT Dp s pr "i oi" 1 on 


f AJ01189 


Seq. No. 


230361 


Seq. ID 


LIB3196-I 


Method 


BLASTX 


NCBI GI 


g2119533 


BLAST score 


584 


TT 1 IIP 

Xi V Cl X 


1 . Oe-60 


M;^'l~phi 1 pnrr"t~h 


116 


% 1 dpnl" 1 i" v 

o X 1 1 X y 


98 


MPRT Dp^^nr "i ni" i on 


n"i ani" 1 n 

^XClil L.Xii 






Seq. No. 


230362 


Seq. ID 


LIB3196-I 


Method 


BLASTX 


NCBI GI 

^ XJ X W X 


al04 9084- 


RT.A^^T ciporp 


282 


£j V d X Lie 




MA'l~phi 1 pnrri'h 


54 




o ^ 


MPRT np c; pr 1 d1~ 1 on 


^1330828 ^ 


Seq. No. 


230363 


Seq. ID 


LIB3196-I 


Method 


BLASTX 


NCBI GI 


a996057 


BLAST score 


505 


Hi V Ct X Lie 


3 Qp-Sl 


Matph Ipncrth 


97 


^ xLldlL.XL.y 


97 


NCBI Description 


(X90872) 


Seq. No. 


230364... 


Seq. ID* 


LIB3196-( 


Method 


BLASTX 


NCBI GI 


g2951931 


BLAST score 


543 



33075 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-56 
129 
84 " 

(U55206) hioinan gamma-glut amy 1 hydrolase [Homo sapiens] 
>gi_4 503987_re f _NP_0 03869. l_pGGH_ UNKNOWN 

230365 

LIB3196-057-P1-M1-D7 
BLASTX 
gl67367 
384 

3.0e-37 
88 
84 

{L08199) peroxidase [Gossypium hirsutum] 
230366 

LIB3196-057-P1-M1-E11 
BLASTX 
g464986 
526 

8.0e-54 
99 
97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
"LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 
>gi_297884_emb_CAA7 8714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 4 55355_emb_CAB367 65. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI " 
BLAST score 
E value 
Match length 
% identity 



.230367 
LIB3196 
BLASTX 
g245992 
285 

2.0e-25 
71 
11 

(AF0071 
>gi_257 
>gi_450 
enterot 



-057-P1-M1-E12 



8 



8 9) claudin 3 [Homo sapiens] 

0129_dbj_BAA22986_ (AB0007r4) RVPl [Homo sapiens] 
2875_ref_NP_001297.1_pCLDN3_ Clostridium perfringens 
oxin receptor 



230368 

LIB3196-057-P1-M1-E2 

BLASTX 

g3023847 

465 

l.Oe-46 

97 

49 



33076 



NCBI Description GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_238537 6_emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] ■ 

Seq. No. 230369 

Seq. ID LIB3196-057-P1-M1-E3 

Method BLASTX 

NCBI GI g2652938 

BLAST score 567 

E value l.Oe-58 

Match length 116 

% identity 54 

NCBI Description (Z47554) orf [Zea mays] 



o 



P 
O 



Seq. No. 


230370 


oeq . ±u 




ixieunou 


RT a QTY 




gfi 0 0 / u D / 


Dij/ic) 1 score 




E value 


1 . ue— ju 


Match length 


1 on 


iQentiuy 


A 1 


IN^^OJ. L/C O ^ Ji. O X 1 




Seq. No. 


230371 


Seq. ID 


LIB3196-057-P1-M1-E8 


Method 


BLASTX 


NCBI GI 


g306926 


BLAST score 


190 


E value 


l.Oe-14 


Match length 


57 


% identity 


61 


NCBI Description 


(M69241) insulin-like 




sapiens] 


Seq. No. 


. 230372 


Seq, ID 


LIB3196-057-P1-M1-E9 


Method 


BLASTX 


NCBI GI 


gl083762 


BLAST score 


356 


E value 


7.0e-34 


Match length 


106 


% identity 


69 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



prolactin-induced T cell protein cl5 - rat 

>gi_619907_emb_CAA57825_ (X82445) RnudC [Rattus norvegicus] 
230373 

LIB3196-057-P1-M1-F1 

BLASTX 

g2605714 

345 

l.Oe-32 

87 

79 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



33077 



Seq. No. 

Seq.^ ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230374 

LIB3196-057-P1-M1-F10 

BLASTX 

gl36471 

249 

2.0e-21 

112 

53 

TRISTETRAPROLINE (TTP) (TISllA) (TISll) {ZFP-36) (GROWTH 
FACTOR-INDUCIBLE NUCLEAR PROTEIN NUP475) 

>gi_423132_pir S34427 tristetraproline protein - human 

>gi__183443 (M92843) zinc finger transcriptional regulator 
[Homo sapiens] >gi_183445 (M92844) zinc finger 
transcriptional regulator [Homo sapiens] >gi_340013 
'(M63625) tristetraproline [Homo sapiens] 
>gi_4507961_ref_NP_003398.1_pZFP36_ zinc finger protein 
homologous to Zfp-36 in mouse 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value- 

Match length 

% identity 

NCBI Description 



230375 

LIB3196-057-P1-M1-F12 

BLASTX 

g266690 

378 

2.0e-36 

106 

74 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2..kDa oleosin 
[Gossypium hirsutum] >gi_167365 (L00936) 18.2 kDa oleosin 
[Gossypium hirsutum] - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230376 

LIB3196-057-P1-M1-F3 

BLASTX 

g3914962 

600 

2.0e-62 

130' 
88 

SECRETORY CARRIER-ASSOCIATED MEMBRANE PROTEIN 
(AF005038) secretory carrier membrane protein 
sapiens] 



2 >gi_2232241 
[Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230377 

LIB3196-057-P1-M1-F4 

BLASTX 

g3123515 

608 

2.0e-63 

125 

94 

{Y08761) Mago Nashi-liJce protein [Euphorbia lagascae] 



Seq. No. 
Seq. ID , 
Method 
NCBI GI 
BLAST score 



230378 

LIB3196-057-P1-M1-F6 . 

BLASTX 

gl083308 

207 



33078 



E value 
Match length 
% identity 
NCBI Description 



2.0e-16 

42 • 
95 

enhancer-trap-locus-1 protein - mouse (fragment) 
>gi__50866_emb_CAA4 9560_ (X69942) enhancer-trap-locus-1 [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match,.. length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230379 

LIB3196-057-P1-M1-F7 

BLASTX 

g266691 

201 

7.0e-16 

80 

56 

OLEOSIN 16.4 KD >gi_167361 {L00934) 16.4 kDa oleosin 
[Gossypium hirsutum] 

230380 

LIB3196-057-P1-M1-F8 

BLASTX 

g2114014 

149 

l.Oe-09 

99 

42 

(Z95558) hypothetical protein Rv0552 [Mycobacterium 
tuberculosis] 

230381 

LIB3196-057-P1-M1-F9 

BLASTX 

g88052 

190 

2.0e-14 

99 

45 

keratin K5,'58K type .11, epidermal (version 2) - human 
(fragment) 

230382 

LIB3196-057-P1-M1-G1 

BLASTX 

g3283166 

287 

9.0e-26 

110 

54 

{AF057526) erythrocyte membrane protein Rh50 [Mus musculus] 
>gi_3329467 (AF065395) Rh50-like protein [Mus musculus] 
>gi_3445508_dbj_BAA32441_ (AB015192) 50 kD glycoprotein 
{Rh50) [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230383 

LIB3196-057-P1-M1-G11 

BLASTX 

gl363944 



33079 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



671 

8.0e-71 ; 

133 

99 

type I keratin 16 - hiiman >gi_1195531_bbs_172338 (S79867)" 
type I keratin 16, K16 [human, epidermal keratinocytes, 
Peptide, 473 aa] [Homo sapiens] 



O C • IM W * 


^ ^ \j ^ \j ^ 


O • X L> 


XjXU>,PX^\J \J 'J / C^X L Ji X O 


M(=*1"hod 


BLASTX 




U ^ ^ U X ^ u 


RTjAST srnre 


557 




2 Oe-57 


Match length 


^- 108 


% identity 


100 




T7"ioilTn rrono R f^^^ nn iniiQ opHi on Q 1 

VXv_fXXXXi UdiC O |_ O Cl U U X 1 1 Li O WCUX^LIOJ 


Qorr KIo 


^ O U O O J 


Qe^ri TO 


T.TR'^1 Qfi-n^7-pi -Ml -r;*^ 

xixo^x^u yj -J / irx Lix 




RT a9TY 


LN D X O X 1 


rr^ f^9'^2 Q7 


RT ZiQT G rrsya 
DJLiriO 1 oOvJXc 


^ ^ 7 


Hi VclXUc 




Ma "t" oH 1 onrfhh 


QQ 


% identity 


43 


NCBI Description 


{AC002409) unknown protein [Arabidopsis 




-^yx o/^ujoj \ rtr u/^xou/ rxxiNo xxxiycx \j. 




[rixalJ IClOpS X S UficiX Xalici J 


O ■ IN vj • 


2?n^ft 

^ o u ^ o u 


oeq. iJJ 


T TR"^! Qf;— 0^7 — Pi -Ml —C 6. 
XjXDJX!7D UO / IT X LYlX o 4 


Kyf^ ^ n 

iYie unou 


DXiriO X A 


LN ^ O X \3 X 


rr21 "^64 fi2 




o ^ o 


E value 


6.0e-74 


Match length 


136 


^ xu.enL.xuy 




LN^OX U€oCx xpL.xOri 


xXlJOoOIllaX pxOL.6Xn OOd OaC ^ X x dgXllcIlU / 




XXIJUoUIUciX pxvJUtrXIl OOdi [r^XXo OdLUoJ 


Q o rr "Nl *^ 
o c q . In U . 


^ O U ^ O / 




T TR"^! Q^^ — flCiT — D1 —Ml — PQ 
XiXDJI^D UO / irX LYlX oi? 


Method 


BLASTX 


NCBI GI 


g2245077 


BLAST score 


358 


E value 


4.0e-34 


Match length 


118 


% identity 


54 


NCBI Description 


(Z97343) glucanase homolog [Arabidopsis 


Seq. No. 


230388 


Seq. ID 


LIB3196-057-P1-M1-H11 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


396 


E value^ 


l.Oe-38 



33080 



U 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptiori 



83 
90 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

230389 

LIB3196-057-P1-M1-H12 

BLASTX 

gll71978 

513 

3.0e-52 

129 
24 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418y poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

230390 

LIB3196-057-P1-M1-H5 

BLASTX 

g3941736 

165 

2.0e-ll ■ 

77 

48 

(AF109719) BAT3 [Mus musculus] 
230391 

LIB3196-057-P1-M1-H6 

BLASTX 

g4104976 

281 

3.0e-25 
55 

100- ' ■ . 

(AF043117) 
sapiens] 



ubiquitin- fusion degradation protein 2 [Homo 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230392 

LIB3196-057-P1-M1-H9 

BLASTX 

g2137308 

529 

4 .Oe-54 
105 

38" 

G protein beta subuit like - mouse >gi_4 75012_dbj_BAA06185_ 
(D29802) G protein beta subuit like [Mus musculus] 

230393 

LIB3196-058-P1-M1-A1 

BLASTX 

gl350680 

185 

8.0e-14 



33081 





- Match lenath 


40 




% identity 


82 




NCBI Descriotion 


60S RIBOSOMAL PROTEIN LI 




Seq. No. 


230394 




Seq. ID 


LIB3196-058-P1-M1-A10 




Method 


BLASTX 




NCBI GI 


g399940 




BLAST score 


533 




E value 


9.0e-55 




Match length 


111 




% identity 


95 




NCBI Description 


MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 






>gi 100004 pir S25005 heat shock protein, 70K - kii 






bean >gi 22636~eiTib CAA47345 (X66874) 70 kDa heat s 






protein [Phaseolus vulgaris] 




Seq. No. 


230395 




Seq. ID 


LIB3196-058-P1-M1-A11 




Method 


BLASTX 




NCBI GI 


g2505876 


y S 


BLAST score 


341 




E value 


4 . Oe-32 




Match lenath 


94 


O 


% identity 


72 ' ■ ■ ■ 




NCBI Description 


(Y12776) MYB-related orotein FArabidoosis thalianal 


ffl 


Seq. No. 


230396 




Seql ID 


LIB3196-058-P1-M1-A12 




Method 


BLASTX 




NCBI GI 


g228316 




BLAST score 


189 




E value 


7.0e-15 




Match length 


61 




% identity 


64 


rf 


NCBI Descriotion 


albuinin fTheobroina cacao! 




Seq. No. 


230397 




Seq. ID 


LIB3196-058-P1-M1-A3 




Method 


BLASTX 




NCBI GI 


gl518540 




BLAST score 


592 




E value 


l.Oe-61 




Match length 


125 




% identity 


89 




NCBI Description 


fU53418) UDP— crlucose dehvdroaenase FGlvcine max! 




Seq. No. 


230398 




Seq. ID 


LIB3196-058-P1-M1-A7 




Method 


BLASTX 




NCBI GI 


g3650030 




BLAST score 


252 




E value 


l.Oe-21 




Match length 


105 




% identity 


55 




NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 



33082 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230399 

LIB3196-058-P1-M1-A8 

BLASTX 

g266691 

314 - . 

5.0e-29 

100 

67 

OLEOSIN 16.4 KD >gi_167361 (L00934) 16.4 kOa oleosin 
[Gossypium hirsutiun] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230400 

LIB3196-058-P1-M1-A9 

BLASTX 

g3273089 

639 

5.0e-67 

129 

99 

(Y16610) paraplegin [Homo sapiens] 

>gi_4507173_ref_NP_003110.1_pSPG7_ spastic paraplegia 1, 
paraplegin (pure and complicated autosomal recessive) 



J^pn No 

C \-\ . 1^ V<r . 


230401 


Seq. ID • 


LIB3196-058-P1-M1-B1 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


459 ^ 


E value 


6.0e-46 


Match length 


127 


% identity 


66 


NCBI Description 


{Y12432) polyprotein [Ananas 


Seq. No. 


230402 


Seq. ID 


LIB3196-058-P1-M1-B10 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


459 


E value 


' 5.0e-46 


Match length 


114 


% identity 


78 


NCBI Description 


(AF093630) 60S ribosomal prot^ 


Seq. No. 


230403 


Seq. ID 


LIB3196-058-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


gl346347 


BLAST score 


606 


E value 


3.0e-63 


Match length 


123 


% identity 


98 


NCBI Description 


KERATIN, TYPE II CYTOSKELETAL 




{,K6D KERATIN) >gi_2119225_pir 




human (fragment) >gi 914833 (: 




sapiens] 


Seq. No. 


230404 



33083 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-058-P1-M1-B2 
BLASTX - 
g2662343 
553 

4.0e-57 

105 

100 

{D63581) EF-1 alpha [Oryza sativa] 
230405 

LIB3196-058-P1-M1-B3 

BLASTX 

gl36479 

217 

6.0e-18 

48 

88 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN (TCTP) (P23) 

>gi_88 948_pir SO 65 90 IgE-dependent histamine-releasing 

factor - human >gi_37 4 96_emb_CAA34200_ (X16064) tumor 
protein (AA 1 - 172) [Homo sapiens] 
>gi_4507669_ref_NP_003286. l_pTPTl_ tumor protein, 
translationally-cont rolled 

230406 

LIB3196-058-P1-M1-B5 

BLASTX 

gl346349 

318 

l.Oe-42 

114 

83 

KERATIN, TYPE II CYTOSKELETAL 6F (CYTOKERATIN 6F) (CK 6F) 

(K6F KERATIN) >gi_2119219_pir 161771 keratin type II - 

human >gi_908805 (L42612) keratin type II [Homo sapiens] 

230407 

LIB3196-058-P1-M1-C1 

BLASTX 

g3183316 

190 

2.0e-14 

88 

44 

HYPOTHETICAL 24.4 KD PROTEIN C16E8.14C IN CHROMOSOME I 
>gi_2330702_emb_CAB11042_ (Z98529) hypothetical protein 
[Schizosaccharomyces pombe] 

230408 

LIB3196-058-P1-M1-C3 

BLASTX 

g207905 

537 

4,0e-55 

123- 
89 

{M18027) alpha globulin B. [Artificial gene] 



33084 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST - score 

E value 

Match length 

% identity 

NCBI Description 



2304 09 

LIB3196-058-P1-M1-C6 

BLASTX 

gl351867 

692 

3.0e-73 

129 

100 

ACTIN, CYTOPLASMIC 1 (BETA-ACTIN) 
beta-actin [Cricetulus griseus] 



>gi_761724 (U20114) 



230410 

LIB3196-058-P1-M1-C7 

BLASTX 

g2244734 

484 

6.0e-49 

93 

100 

(D88414) actin [Gossypium hirsutuin] 
230411 

LIB3196-058-P1-M1-D10 

BLASTX 

gl26156 

444 

3.0e-44 

123 

72 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] ">gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 



Seq. No. 


230412 


Seq. ID 


LIB3196-058-P1-M1-D11 


Method 


BLASTX 


NCBI GI 


g225581 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


67 


% identity 


84 


NCBI Description 


storage protein C94 [Saguinus 


Seq. No. 


230413 


Seq. ID 


LIB3196-058-P1-M1-D3 


Method 


BLASTX 


NCBI GI 


g2118403 


BLAST score 


308 


E value 


3.0e-28 


Match length 


130 . ■ 


% identity 


46 


NCBI Description 


alpha-2-macroglobulin - human 



(M36501) alpha-2-macroglobulin [Homo sapiens] 



33085 



Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230414 

LIB3196-058-P1-M1-D4 

BLASTX 

g732207 

159 

7.0e-ll 

87 

37 

HYPOTHETICAL .75.4 KD PROTEIN IN AUT1-CSE2 INTERGENIC REGION 

>gi_626466_pir S45131 probable membrane protein YNROOBw - 

yeast (Saccharomyces cerevisiae) >gi_4 96725_emb_CAA54576_ 
{X77395) N2042 [Saccharomyces cerevisiae] 
>gi_1302482_emb_CAA96285_ (Z71623) ORF YNROOBw 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230415 

LIB3196-058-P1-M1-D6 

BLASTX 

g3892051 

504 

3.0e-51 

110 

84 

{AC002330) predicted NADH dehydrogenase 24 JcD subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230416 

LIB3196-058-P1-M1-E1 

BLASTX 

g2317905 

178 

5.0e-13 

115 

41 

(U89959) bZIP-like protein ■ [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230417 

LIB3196-058-P1-M1-E10 

BLASTX 

g225581 

656 

4.0e-69 

122 

100 

storage protein C94 [Saguinus oedipus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



230418 

LIB3196-058-P1-M1-E11 

BLASTX 

gl67367 

395 

2.0e-38 

106 

73 

(L08199) peroxidase [Gossypium hirsutum] 



33086 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230419 

LIB3196-058-P1-M1-E6 

BLASTX 

gl35098 

597 

3.0e-62 

117 

97 

ASPARTYL-TRNA SYNTHETASE (ASPARTATE--TRNA LIGASE) (ASPRS) 

>gi_68530_pir SYHUDT aspartate— tRNA ligase (EC 6.1.1.12) 

- human >gi_179102 (J05032) aspartyl-tRNA synthetase [Homo 
sapiens] >gi_4557513_ref_NP_001340 . l_pDARS_ aspartyl-tRNA 
synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230420 

LIB3196-058-P1-M1-E7 

BLASTX 

gl373125 

285 

l.Oe-25 

103 

59 

{U43709) similar to the metB gene product of Escherichia 
coli; cloned by functional complementation of a metB mutant 
strain of Escherichia coli LE392 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230421 

LIB3196-058-P1-M1-E8 

BLASTX 

gl076389 

217 

l.Oe-17 

48 

48 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ {X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230422 

LIB3196-058-P1-M1-F4 

BLASTX 

g4510363 

289 

4.0e-26 

68 

81 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230423 

LIB3196-058-P1-M1-F6 

BLASTX 

gl67359 

161 

4.0e-ll 

100 

39 



33087 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M86213) 2S albumin storage protein [Gos.sypium hirsutum] 
>gi 444334 prf. 1906383A 2S albumin [Gossypium hirsutum] 

230424 

LIB3196-058-P1-M1-F7 

BLASTX 

g3746127 

428 

2.0e-42 

106 

76 

(U76253) E25B protein [Mus musculus] 
230425 

.LIB3196-058-P1-M1-F9 

BLASTX 

gl703108 

586 

7.0e-61 
120 

95 . 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

230426 

LIB3196-058-P1-M1-G4 

BLASTX 

g3063643 

605 

4.0e-63 

121 

92 

(AF056622) putative Cu'/Zn superoxide dismutase precursor 
[Vitis vinifera] 

230427 

LIB3196-058-P1-M1-G7 

BLASTX 

gll69228 

169 

3.0e-12 

43 

81 

RNA HELICASE-LIKE PROTEIN DBIO >gi_1084 4 13_pir S42639 

helicase-like protein - Wood tobacco 

>gi_563986_dbj_BAA03763_ (D16247) RNA helicase like protein 
DBIO [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230428 

LIB3196-058-P1-M1-G9 

BLASTX 

g585.922 

348 

6.0e-33 



33088 













78 














cpcr No 


230429 






O ■ ML/ 


LIB3196-058-P1-M1 


-HI 




Method 


BLASTX 






NCBI GI 


g747900 








180 






F" vfl 1 IIP 


2 . Oe-13 






1, ict L> oil XCll^ Uil 


48 








58 






NPRT np^r'T'T nt* i on 


f Z4 87 S8 ^ nn known 


[Saccharomyces cerevisiae] 


Seq. No. 


230430 






Seq. ID 


LIB3196-058-P1-M1 


-HIO 




Method 


BLASTX 






NCBI GI 


g3935151 






BLAST score 


497 






P tra 1 np 


2 Op-SO 








118 

X X o 








73 






LNV^OX LyC O ^X X^ L. X (^11 




. 15 [Arabidopsis 


thaliana] 


*^prr No 


230431 






<=?prr TO 


LIB31 96-058 -Pl-Ml 


-H2 




Method ■ 


BLASTX 






NCBI GI 


gl37578 






BLAST score 


612 






E value 


6.0e-64 






Match length 


118 






% identity 


98 






NCBI Description 


VICILIN PRECURSOR 


(ALPHA-GLOBULIN 


A) (CLONE 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_2079.06 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230432 

LIB3196-058-P1-M1-H3 

BLASTX 

g585966 

529 

4 .Oe-54 

106 

92 

AMILORIDE-SENSITIVE SODIUM CHANNEL ALPHA-SUBUNIT (LUNG NA+ 
CHANNEL ALPHA SUBUNIT) (ALPHA ENAC) (NONVOLTAGE-GATED 
SODIUM CHANNEL 1 ALPHA SUBUNIT) (SCNEA) (ALPHA NACH) 

>gi_2135787_pir ^A49585 Na+ channel protein, 

amiloride-sensitive - human >gi_452650__einb_CAA53773_ 
(X76180) Na+ channel protein [Homo sapiens] >gi_4 93605 
(L29007) Na+ channel [Homo sapiens], 

>gi_27 65702_emb_CAB07505_ (Z92978) amiloride-sensitive 
epithelial sodium channel alpha subunit [Homo sapiens] 
>gi^74 4 560_prf/ 2015190A amiloride-sensitive Na channel 



33089 



• 



[Homo sapiens] >gi_4506815_ref_NP_001029 . l_pSCNNlA_ sodium 
channel, nonvoltage-gated 1 alpha 

>gi'_4507.057_ref_NP_003038,l_pSLC9Al_ solute carrier family 
9 (sodium/hydrogen exchanger) , isoform 1 (antiporter, 
Na+/H+, amiloride sensitive) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.,Seq. No. 
Seq.' ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230433 

LIB3196-058-P1-M1-H4 

BLASTX 

g207905 

544 

6.0e-56 

127 
86 

(M18027) alpha globu-lin B [Artificial gene] 
230434 

LIB3196-059-P1-M1-A1 

BLASTX 

g3184184 

261 

5. Oe-23 
74 

76 - . • 

(AB002134) airway trypsin-like protease [Homo sapiens] 
230435 

LIB3196-059-P1-M1-A10 

BLASTX 

g3063396 

399 

5.0e-39 

93 

81 

(AB012947) vcCyP [Vicia faba] 
230436 

LrB3196-059-Pl-Ml-A5 

BLASTX 

g2506802 

573 

2.0e-59 

118 

96 

THYMIDYLATE KINASE (DTMP KINASE) 
230437 

LIB3196-059-P1-M1-A6 

BLASTX 

g4432846 

306 

4.0e-28 

115 

66 

(AC006283) unknown protein [Arabidopsis thalian^] 



Seq. No, 



230438 



33090*' 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-059-P1-M1-A8 

BLASTX 

gll7759 

201 

3.0e-16 

44 

95 

CYTOCHROME CI, 
cytochrome c-1 



HEME PROTEIN PRECURSOR >gi_18124 0 
[Homo sapiens] 



(J04444 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230439 

LIB3196-059-P1-M1-A9 

BLASTX 

g2443320 • 

360 

l.Oe-34 

87 

83 

(D85597) polyprotein [Oryza australiensis] 





Seq. No. 


230440 




Seq. ID 


LIB3196-059-P1-M1-B10 




Method 


BLASTX 




NCBI GI 


gl843527 




BLAST score 


404 


5 r 


E value 


l.Oe-39 




Match length 


110 




% identity 


75 




NCBI Description 


(U73747) annexin [Gossypium hirsutum] 




Seq. No. 


230441 




Seq. ID 


LIB3196-059-P1-M1-B12 




Method 


BLASTX 


□ 


NCBI GI 


gl67367 




BLAST score 


445 




E value 


2.0e-44 




Match length 


116 




% identity 


75 




NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230442 

LIB31 96-05 9-P1-M1-B3 

BLASTX 

g2118384 

584 

l.Oe-60 

127 

91 

squamous cell carcinoma antigen 2 - human 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230443 

LIB3196-059-P1-M1-B8 

BLASTX 

g2118965 

510 

6.0e-52 
105 



33091 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



31' 

polyubiquitin - Bovine' ( fragment ) • >gi__l 63,57 3 (M62428) 
polyubiquitin [Bos taurus] 



230444 

LIB3196-059-P1-M1-C10 

BLASTX 

g2213867 

517 

7.0e-53 

111 

89 

(AF003124 ) f ructose-biphosphate 
crystallinum] 



aldolase [Mesembryanthemum 



230445 

LIB3196-059-P1-M1-C11 

BLASTX 

gl20668 

351 

2.0e-33 

84 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi 82399 pir. ..A24159 glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_16704 4 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 

230446 

LIB3196-059-P1-M1-C12 

BLASTX 

g3850816 

352 

2.0e-33 

69 - 
91 

(Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 

230447 

LIB3196-059-P1-M1-C2 

BLASTX 

g2605714 

382 

6.0e-37 

99 

77 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

230448 

LIB3196-059-P1-M1-C5 

BLASTX 

g602076 



33092 



1^ 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. IP. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



581 

2.0e-60 
119 

23 ' " . 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 

230449 

LIB3196-059-P1-M1-C6 

BLASTX 

gl37578 

230 

l.Oe-19 

62 

77 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230450 

LIB3196-059-P1-M1-C7 

BLASTX 

gl223926 

144 

4.0e-09 

110 

34 

(U49741) Vigna radiata carboxypeptldase II mRNA, partial 
cds [Vigna radiata] 

230451 

LIB3196-059-P1-M1-D1 

BLASTX 

gl263291 

4 96, 

2.0e-50 

95 

99 

(U49452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
230452 

LIB3196-059-P1-M1-D10 

BLASTX 

gl346344 

602 

9.0e-63 

123 

98 

KERATIN, TYPE II CYTOSKELETAL 6A (CYTOKERATIN 6A) (CK 6A) 

(K6A KERATIN) >gi_2119221_pir A57398 keratin type II - 

human >gi_908779 (L42583) keratin type II [Homo sapiens] 

230453 

LIB3196-059-P1-M1-D2 
BLASTX 



33093 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129727 
163 

2,0e-ll 

97 

42 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230454 

LIB3196-059-P1-M1-D4 

BLASTX 

g416922 

322 

6.0e-30 

103 

65 

DEOXYURIDINE 5 ' -TRIPHOSPHATE NUCLEOTIDOHYDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase^ 
dUTPase, P18 {EC 3.6.1.23} [tomatoes. Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 


230455 


Seq. ID 


LIB3196-059-P1-M1-D5 




DLir\0 1 A 




rr9 fifim 1 A 


DiiAb i score 


ju y 


E value 


2.0e-28 


Match length 


79 


% identity 


78 


NCBI Description 


(AF026275) beta-tonoplast intrinsic protein [Ara 




thaliana] 


Seq. No. 


"230456 


Seq. ID 


LIB3196-059-P1-M1-D6 


Method 


■ BLASTX 


NCBI GI 


g2578033 


BLAST score 


630 


E value 


4.0e-66 


Match length 


120 


% identity 


98 


NCBI Description 


(X97016) omega-6 desaturase [Gossypium hirsutum] 


Seq. No. 


230457 


Seq. ID 


LIB3196-059-P1-M1-D8 


Method 


BLASTX 


NCBI GI 


g2781363 


BLAST score 


164 


E value 


2.0e-ll 


Match .length 


64 


% identity 


53 


NCBI Description 


(AC003113) F2401.19 [Arabidopsis thaliana] 


Seq. No. 


230458 


Seq. ID 


LIB3196-059-P1-M1-D9 


Method 


BLASTX 



33094 



NCBI GI 

BLAST score 

.E value 

Match length 

% identity 

NCBI Description 



gl32659 
147 

2.0e-09 

80 

45 

505 RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR (CL13) 

>gi_814 83_pir ^A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 



Seq. No. 


230459 


Seq. ID 


LIB31 96-05 9-Pl-Ml-El 


Method 


BLASTX 


NCBI GI 


g206440 


BLAST score 


539 




2 Oe-55 


Match length 


103 


% identity 


99 


NCBI Description 


(M62752) statin-related protein [Rattus norvegicus] 


Seq. No. 


230460 


Seq. ID 


LIB3196-059-P1-M1-E10 


Method 


BLASTX 


NCBI GI 


g2982453 


BLAST score 


.504 


E value 


3.0e-51 


Match length 


119 


% identity 


.82 


NCBI Description 


(AL022223) f ructose-bisphosphate aldolase-like protein 




[Arabidopsis thaliana] 


Seq. No. 


230461 


Seq. ID 


LIB3196-059-P1-M1-E11 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2498323 

412 

2.0e-40 ^ 

98 

82 

EXTE^CELLULAR MATRIX PROTEIN 1 PRECURSOR (SECRETORY 
COMPONENT P85) >gi_1488324 (U65932) extracellular matrix 
protein 1 [Homo sapiens] >gi_1488332 (U65938) extracellular- 
matrix protein 1 [Homo sapiens] >gi_2654433 {U68186) 
extracellular matrix protein 1 [Homo sapiens] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230462 

LIB3196-059-P1-M1-E4 

BLASTX 

g542184 

219 

7.0e-18 

117 

41 

globulin-lS, GLBIS - maize 



Seq. No. 
Seq. ID 



230463 

LIB3196-059-P1-M1-E6 



33095 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



BLASTX 

g3915830 

626 

l.Oe-65 

127 

95 

REP-8 PROTEIN (D8S2298E) >gi 
Rep-8 [Homo sapiens] 



1913785_dbj_BAA18958_ {D83767) 



230464 

LIB3196-059-P1-M1-E8 

BLASTX 

g2497938 

571 

8.0e-60 

123 

97 

AQUAPORIN 3 >gi_185437 4_dbj_BAA19237_ {AB001325) aquaporin 
3 [Homo sapiens] 

230465 

LIB3196-059-P1-M1-E9 

BLASTX 

g283971 

648 

4.0e-68 

126 

97 

aldehyde dehydrogenase (NAD(P)+) (EC 1.2.1.5) 3 - human 
>gi_178375 (M77477) aldehyde dehydrogenase [Homo sapiens] 
>gi_300402_bbs_132241 (S61044) aldehyde dehydrogenase 
isozyme 3, ALDH3 {EC 1.2.1.3} [human, stomach. Peptide, 453 
aa] [Homo sapiens] 

230466 

LIB3196-059-P1-M1-F1 

BLASTX 

gll99772 

218 

9.0e-18 

45 

87 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ {D83227) extensin like protein 
[Populus nigra] 

230467 

LIB3196-059-P1-M1-F12 

BLASTX 

g4454026 

326 

2.0e-30 
94 

69 • 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 
230468 



33096 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



LIB3196-059-P1-M1-F2 
. BLASTX - . 

gl37578 
509 

7.0e-52 

100 

96 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 

230469 

LIB3196-059-P1-M1-F3 

BLASTX 

g804996 

297 

6.0e-27 

61 

90 

(Z49216) mitoxantrone-resistance associated gene [Homo 
sapiens] 

230470 

LIB3196-059-P1-M1-F5 

BLASTX 

g346219 

214 

3.0e-17 

77 

62 

keratin K4a - human (fragment) ' 

230471 ■ ' . 

LIB3196-059-P1-M1-F6 . 

BLASTX 

g3599491 

234 

l.Oe-19 

55 

78 

(AF085149) putative aminotransferase [Capsicum chinense] 
230472 

LIB3196-059-P1-M1-F7 

BLASTX 

g3445210 

342 

3.0e-32 

108 

57 

(AC004786) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

230473 



33097 



Seq. ID 
Method 
NCBI GI \ 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-059-P1-M1-F9 

BLASTX ^ 

gl083762 

293 

2.0e-26* 

57 

98 

prolactin-induced T cell protein cl5 - rat 

>gi_619907_emb_CAA57825_ (X82445) RnudC [Rattus norvegicus] 
230474 

LIB3196-059-P1-M1-G1 

BLASTX 

g477138 

365 

6.0e-35 

71 

94 

carcinoma-associated antigen GA733-1 precursor - human 
>gi_31591_emb_CAA31781_ (X13425) GA733-1 protein (AA 1-323) 
[Homo sapiens] 



Seq. No. 


230475 


Seq. ID 


LIB3196-059-P1-M1-G11 


Method 


"BLASTX 


NCBI GI 


g4455287 


BLAST score 


284 


E value 


2.0e-25 


Match length 


97 


% identity 


56 


NCBI Description 


(AL035527) putative protein [Arabidopsis thaliana] 


Seq. No. 


230476 


Seq. ID 


LIB3196-059-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


273 


E value 


2.0e-42 


Match length 


95 


% identity 


90 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi__167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230477 

LIB3196-059-P1-M1-G4 

BLASTX 

g3122072 

522 

2.0e-53 

104 ■ ' . " 

96 

ELONGATION FACTOR 1-ALPHA 1 ( EF-1 -ALPHA- 1 ) (ELONGATION 
FACTOR TU) (EF-TU) >gi_2119922_pir 150226 elongation 



33098 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



factor 1 alpha.'- chicken >gi_488468 (L00677) elongation 
factor 1 alpha [Gallus gallus] 

230478 

LIB3196-059-P1-M1-G6 

BLASTX 

gl26156 

308 

2.0e-28 

110 

64 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium'^hirsutum] >gi_225582_prf 13064 12C storage 

protein C134 [Saguinus oedipus] 

230479 

LIB3196-059-P1-M1-G7 

BLASTX 

g88044 

589 

3.0e-61 

125 

96 

keratin 4, type II, cytoskeletal - human (fragment) 
>gi_34073_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Seq. No. 


230480 


Seq. ID 


LIB3196-059-P1-M1-G9 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


90 


% identity 


53 


NCBI Description 


(AF035385) unknown [Arabidopsis 


Seq. No. 


230481 


Seq. ID 


LIB3196-059-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


gl702983 


BLAST score 


356 


E value 


6.0e-34 


Match length 


111 


% ""'identity 


59 


NCBI Description 


AUXIN-REPRESSED 12.5 KD PROTEIN 




hypothetical protein - garden s 




>gi 22573 emb CAA36676 (X52429 




X ananassa] >gi_927034 (L44142) 




[Fragaria ananassa] 


Seq. No. 


230482 


Seq. ID 


LIB3196-059-P1-M1-H12 


Method 


BLASTX 



12.5 kDa protein [Fragaria 
auxin-repressed protein 



33099 



NCBI GI 


g207905 
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nudx uescxTipuion 
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230483 




<^e^n TO 


LIB3196- 


•059-P1-M1-H2 


Method 


BLASTX " 




NCBI GI 


g547753 
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BLASTX 




NCBI GI 


gl37578 




BLAST score 


494 




E value 


4.0e-50 




Match length 


116 




% identity 


84 




NCBI Description 


. VICILIN 


PRECURSOR (ALPHA-GLOBULIN A) (CLONE ■ GC72-A) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton. >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230485 

LIB3196-059-P1-M1-H4 

BLASTX 

gl33041 

519 

5.0e-53 
101 

99 ^. ^ 

60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_71137__pir R5HUP0 acidic ribosomal protein PO - human 

>gi_190232 {M17885) acidic ribosomal phosphoprotein (PO) 
[Homo sapiens] >gi_2935618_gb_AAC05176_ (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 ( PID : gl3304 1 ) 
[Homo sapiens] >gi_4506667_ref_NP_000993 . l_pRPLPO_ 
ribosomal protein, large, PO ^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230486 

LIB3196-059-P1-M1-H9 

BLASTX 

g3851636 

451 

4.0e-45 

103 ■ ' 

83 

(AF098519) unknown [Avicennia marina] >gi_4128206 



33100 



muscle - rabbit >gi_91852_pir S03838 tropomyosin beta, 

skeletal muscle - mouse >gi_92922_pir B25073 tropomyosin 

beta, skeletal muscle - rat >gi_54857_emb_CAA31181_ 
(X12650) beta-tropomyosin (AA 1-284) [Mus musculus] 
>gi_202163 (M81086) beta-tropomyosin [Mus musculus] . 
>gi_207497 (L00382) skeletal muscle beta-tropomyosin 

[Rattus norvegicus] >gi_223122_prf 0510185A tropomyosin 

beta [Oryctolagus cuniculus] 



i=5~ 

y 5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229522 

LIB3196-034-P1-M1-F6 

BLASTX 

g3859675 

176 

8.0e-13 

86 

42 

(AL033503) nadh-ubiquinone oxidoreductase [Candida 
albicans] 

229523 

LIB3196-034-P1-M1-F7 
BLASTX 

g2 2 62100 ..,v • ■ 

316 

l.Oe-37 

114 

70 

{AC002343) unknown protein [Arabidopsis thaliana]. 
229524 

LIB3196-034-P1-M1-F9 

BLASTX 

g3790587 

236 . 

7.0e-20 

50 

84 ■ 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229525 

LIB3196-034-P1-M1-G1 

BLASTX 

g225581 

536 

5.0e-55 

117 

87 

storage protein C94 [Saguinus oedipus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229526 

LIB3196-634-P1-M1-G10 

BLASTX 

g3347848 

158 

l.Oe-10 



32901 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



81 
46 

(AF055666) kinesin light chain 2 [Mus musculus] 
229527 

LIB3196-034-P1-M1-G11 

BLASTX 

g267131 

178 

4.0e-13 

81 

14 

NUCLEOLYSIN TIAR (TIA-l RELATED PROTEIN) 

>gi_423120_pir ^A4 6174 RNA-binding protein TIAR - human 

>gi_189310 (M96954) nucleolysin TIAR [Homo sapiens] 
>gi_4507499_ref_NP_003243.1_pTIALl_ TIAl cytotoxic 
granule-associated RNA-binding protein-like 

229528 

LIB3196-034-P1-M1-G12 

BLASTX 

gl220196 

447 

l.Oe-44 

90 

94 

(U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
229529 

LIB3196-034-P1-M1-G3 

BLASTX 

g547753 

420 

2.0e-41 

120 

72 

KERATIN, TYPE II CYTOSKELETAL 4 (-CYTOKERATIN 4) (K4) (CK4) 
229530 

LIB3196-034-P1-M1-G4 

BLASTX 

g4378765 

517 

8 . Oe-53 

102 

97 

(AF115516) orphan G protein-coupled receptor GPR54 [Rattus 
norvegicus] 

229531 

LIB3196-034-P1-M1-G5 

BLASTX 

g4378765 

239 

2.0e-20 

57 

82 



32902 



NCBI Description 



(AF115516) orphan G protein-coupled receptor GPR54 [Rattus 
norvegicus] 



Seq. No. 


229532 


Seq. ID 


LIB3196-034-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g3211975 


BLAST score 


190 


E value 


2 . Oe-14 


Match length 


40 


% identity 


97 


NCBI Description 


(AF068195) putative glialblastoma cell 




dif f erentiatxon-related protein [Homo sapiens] 


Seq. No. 


229533 


Seq. ID 


LIB3196-034-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


gl842140 


BLAST score 


209 


E value 


7 . Oe-17 


Match length 


92 


% identity 


40 


NCBI 'Description 


(AB001024) similar to Saccharomyces cerevisiae ORMl gene: 




EMBL Accession Number Y08687' [Schizosaccharomyces pombe] 


Seq. No. 


229534 


Seq. ID 


LIB3196-034-P1-M1-G9 


Method 


BLASTX 


NCBI GI 


g280816 


BLAST score 


297 


E value 


4 .Oe-27 


Match length 


66 


% identity 


88 


NCBI Description 


keratin 13, -type I, cytoskeletal, short form - human 




>gi_30377 emb CAA36673 (X52426) cytokeratin 13 [Homo 




sapiens] >gi_3603253 ,(AF049259) keratin 13 [Homo sapiens] 




>gi_4504 911_ref_NP_002265. l_pKRT13_ keratin 


Seq. No. 


229535 


Seq. ID 


LIB31 96-034 -P1-M1-H12 


Method 


BLASTX 


NCBI GI 


g2765366 


BLAST score 


217 


E value 


1, Oe-17 


Match length 


81 


% identity 


47 


NCBI Description 


(Y14038) putative Ole e 1 protein [Betula pendula] 


Seq. No. 


229536 


Seq. ID 


LIB3196-034-P1-M1-H2 


Method 


BLASTX 


NCBI GI 


gl399321 


BLAST score 


478 


E value 


3.0e-48 


Match length 


118 


% identity 


78 


NCBI Description 


(U41830) MHC class I antigen Mamu B*08 [Macaca mulatta] 



32903 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229537 

LIB3196-034-P1-M1-H7 -r- ; •• 

BLASTX 

g464707 

246 

3.0e-21 

51 

96 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein SIB. A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 34 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434 34 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL04 9482) S18.A ribosomal 
protein [Arabidopsis thaliana]* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229538 

LIB3196-034-P1-M1-H8 

BLASTX 

g4104681 

219 

7.0e-18 

45 

98 

(AF038844) MKP-1 like protein tyrosine phosphatase [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229539 

LIB3196-035-P1-M1-A1 

BLASTX 

gl351901 

390 

6.0e-38 

112 

6 

[Segment 2 of 2] NEUROBLAST DIFFERENTIATION ASSOCIATED 
PROTEIN AHNAK (DESMOYOKIN) >gi_897824 (M80899) AHNAK gene 
product [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229540 

LIB3196-035-P1-M1-A2 

BLASTX 

g2497938 

467 

5.0e-47 

96 

95 

AQUAPORIN 3 >gi_1854374_dbj_BAA19237_ (AB001325) aquaporin 



32904 



3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229541 

LIB3196-035-P1-M1-A3 

BLASTX 

g2072023 

276 

2.0e-24 

83 

71 

{U93506) symbiosis-related protein [Laccaria bicolor] 
229542 

LIB3196-035-P1-M1-A4 

BLASTX 

g2497487 

415 

9.0e-41 

89 

90 

UMP-CMP KINASE (CYTIDYLATE KINASE) ( DEOXYCYTIDYLATE KINASE) 

>gi_1085437_pir JC4181 cytidylate kinase (EC 2.7.4.14) - 

pig .>gi_8934 00_dbj_BAA06130_ (D29655) UMP-CMP kinase [Sus 

scrofa] >gi_1096714_prf 2112267A UMP-CMP kinase [Sus 

scrofa domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq-- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229543 

LIB3196-035-P1-M1-A6 

BLASTX 

g728835 

157 

3.0e-14 

88 

9 

ALU SUBFAMILY SC WARNING ENTRY ! ! ! ! 
229544 

LIB3196-035-P1-M1-A7 
BLASTX 
■gl37578 
342 

2.0e-32 

102 

72 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[ Saguinus oedipus ] 

229545 

LIB3196-035-P1-M1-C10 

BLASTX 

gl706379 

338 

9.0e-32 



32905 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
94 

FATTY ALDEHYDE DEHYDROGENASE (ALDEHYDE DEHYDROGENASE, 
MICROSOMAL) (CLASS 3) >gi_1082036 (L47162) fatty aldehyde 
dehydrogenase [Homo sapiens] >gi_l 666530 (U75297) fatty 
aldehyde dehydrogenase [Hoino sapiens] >gi_1870244 (U46689) 
aldehyde dehydrogenase [Homo sapiens] 

>gi_1586822_prf 2204389A fatty aldehyde dehydrogenase 

[Homo sapiens] >gi_4557303_ref_NP_000373 . l_pALDH10_ ' 
aldehyde dehydrogenase 10 (fatty aldehyde dehydrogenase) 

229546 

LIB3196-035-P1-M1-C11 

BLASTX 

gll73027 

298 

4.0e-27 

101 

61 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) ribosomal 
protein L31 [Nicotiana glutinosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229547 

LIB3196-035-P1-M1-C12 

BLASTX 

g3402711 

376 

3.0e-36 

127 

38 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

229548 

LIB3196-035-P1-M1-C8 

BLASTX 

g2498323 

265 

2.0e-23 - 

61 

84 

EXTRACELLULAR MATRIX PROTEIN 1 PRECURSOR (SECRETORY 
COMPONENT P85) >gi_1488324 (U65932) extracellular matrix 
protein 1 [Homo sapiens] >gi_1488332 (U65938 ) extracellular 
matrix protein 1 [Homo sapiens] >gi_2654433 (U68186) 
extracellular matrix protein 1 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229549 

LIB3196-035-P1-M1-D1 

BLASTX 

g2765097 

192 

6.0e-15 

81 

48 

(Y11207) P54 protein [Pisum sativum] 



32906 



Seq. No. 

Seq. ■ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BtrAST score 

E value 

Match length 

% identity 

NCBI Description 



229550 

LIB3196-035-P1-M1-D2 

BLASTX 

g4235430 

392 

3.0e-38 

92 

82 

{AF098458) latex-abundant protein [Hevea brasiliensis] 
229551 

LIB3196-035-P1-M1-D4 

BLASTX 

gl524121 

534 

r.Oe-54 

133 

76 

(X96539) malate dehydrogenase [Mesembryanthemum 
crystallinum] 

229552 

LIB3196-035-P1-M1-D7 

BLASTX 

g3522925 

260 

3.0e-23 

53 

96 

{AC005545) AP-3 complex delta subunit, partial CDS [Homo 
sapiens] ^ 

229553 

LIB3196-035-P1-M1-E10 

BLASTX 

gl076669 

366 

5,0e-35 

100 ■ 
7 6 

NADH dehydrogenase (EC 1.6.99.3) - potato 

>gi_668 987_emb_CAA59063_ (X84320) NADH dehydrogenase 

[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229554 

LIB3196-035-P1-M1-E11 

BLASTX 

g3947448 

212 

4.0e-17 

106 

39 

(AL033535) cDNA EST yk301fl.5 comes from this gene; cDNA 
EST yk475f6.3 comes from this gene; cDNA EST yk301fl.3 
comes from this gene; cDNA EST yk4 75f6.5 comes from this 
gene; cDNA EST yk4 99g5.5 comes from this gene 
[Caenorhabdi. . . >gi_3947543_emb_CAA88 952_ (Z49127) cDNA EST 



32907 



yk301fl.5 comes from this gene; cDNA EST yk475f6.3 comes 
from this gene; cDNA EST yk301fl.3 '"comes from this gene; 
cDNA EST yk475f6.5 comes from this gene; cDNA EST yk499g5.5 
comes from this gene [Caenorhabditi 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229555 

LIB3196-035-P1-M1-E12 

BLASTX 

g88044 

628 

l.Oe-65 

137 

94 

keratin 4, type II, cytoskeletal - human (fragment) 
>gi_34073_emb_CAA30534_ (X07695) cytokeratin 4 (408 AA) 
[Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229556 

LIB3196-035-P1-M1-E2 

BLASTX 

g3913018 

460 

3.0e-46 

109 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



•229557 

LIB3196-035-P1-M1-E4 

BLASTX 

g445613 

325 

3.0e-30 

95 

69 

ribosomal protein L7 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229558 

LIB3196-035-P1-M1-E7 

BLASTX 

g2894306 

372 

5.0e-36 

105 

74 

(AJ223329) ubiquitin extension protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229559 

LIB3196-035-P1-M1-E9 

BLASTX 

g2738520 

407 

5.0e-40 

80 

99 



32908 



NCBI Description 



(AF010187) FGF-1 intracellular binding protein [Homo 
sapiens] >gi_2738522 (AF010188) FGF-1 intracellular binding 
protein [Chlorocebus aethiops] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



229560 

LIB3196-035-P1-M1-F1 

BLASTX 

g2499819 

494 

5.0e-50 

131 

68 

ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

229561 

LIB3196-035-P1-M1-F2 

BLASTX 

g683553 

270 

9.0e-24 

121 

50 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

229562 

LIB3196-035-P1-M1-F3 

BLASTX 

gl24224 

578 

7.0e-60 
. 124 
90 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

229563 

LIB3196-035-P1-M1-F4 

BLASTX • 

gl24224 

206 

l.Oe-16 

82 

56 

INITIATION FACTOR 5A-1 {EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

229564 

LIB3196-035-P1-M1-F8 



32909 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4218034 

169 

3.0e-12 

43 

81 

(U73169) GTP-binding regulatory protein Gi alpha-2 
[Homo sapiens] 



chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI. GI 
BLAST score 
E value 
Match length 
% identity 



229565 

LIB3196-035-P1-M1-F9 

BLASTX 

g3413165 

161 

l.Oe-17 

103 

54 

(AJ010224) glyceraldehyde 3-phosphate dehydrogenase, 
cytosolic [Cicer arietinum] 

229566 

LIB3196-035-P1-M1-G12 

BLASTX 

g416917 

227 

l.Oe-18 

91 

54 

DESMOGLEIN 1 PRECURSOR {DESMOSOMAL GLYCOPROTEIN 1) (DGl) 

>gi_319948_pir IJHUGl desmoglein 1 precursor - human' 

>gi_30506_emb_CAA39976_ (X56654) desmoglein type 1 [Homo 
sapiens] >gi_3983129 (AF097935) desmoglein 1 [Homo sapiens] 
>gi_4503401_ref_NP_001933. l_pDSGl_ desmoglein 

229567 

LIB3196-035-P1-M1-G2 

BLASTX 

gl37578 

472 

l.Oe-47 

115 

82 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229568 

LIB3196-035-P1-M1-G4 

BLASTX 

g2286153 

533 

l'.0e-54 

110 

97 



32910 



NCBI Description 



{AF007581) cytoplasmic malate dehydrogenase [Zea mays] 





fiQ 


Seq. ID 


LIB3196-( 


Method 


BLASTX 


MPRT C^T 
LN^OX yjj. 


\J \J \J ^ ^ ^ £m 
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Hi vaxue 
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Seq. No. 


229570 


Seq. ID 


LIB3196-( 




BLASTX 


IN ^ O X \3± 


a4530585 


rSljriO i SCOxc 


^ O ^ 


Cj V dx U.C 
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Seq. ID 


LIB3196-I 


Method 


BLASTX 


INL^OX uX 


rr3094fiT 9 




3SQ 

D O ^ 


E value 


J . ue jfi 


Fjaucn xengun 


0 u 


? xQenuiuy 
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\7Zipr7PiT 
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Seq. No. 


229572 


Seq. ID 


LIB3196-( 


lYiet-fiuu 


RT ACJTY 


MPRT PT 
InCDX oX 


rr907 QO ^ 

g^ u / -? u o 


DLiKoi score 


/I R 


Hi vcixue 


3 Op-43 


LYiaucn xengcn 


X U X 


ts laenuxty 


Q9 


LN^DX O L-X X^ U X L-Hl 




Seq. No. 


229573 


Seq. ID 


LIB3196-( 


Method 


BLASTX 


NCBI GI 


gl30348. 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


45 


% identity 


100 



NCBI Description 



PHOSPHOGLYCERATE MUTASE, BRAIN FORM (PGAM-B) ( BPG-DEPENDENT 

PGAM) >gi_68469_pir PMHUYB phosphoglycerate mutase (EC 

5.4.2.1) B - human >gi_551174 {J04173) phosphoglycerate 
mutase 2 [Homo sapiens] >gi_4505753_ref_NP_002620 . l_pPGAMl_ 
phosphoglycerate mutase 1 (brain) 



32911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229574 

LIB3196-035-P1-M1-H9 

BLASTX 

g2723393 

172 

3.0e-12 

120 

38 

(AB009284) EXTR2 
EXT-like protein 



[Homo sapiens] >gi_2895062 (AF000416) 
2 [Homo sapiens] 



229575 

LIB3196-036-P1-M1-A10 

BLASTX 

g2735857 

317 

2.0e-29 

80 

79 

(AF012073) 
sapiens] 



cAMP-specific phosphodiesterase PDE4D5 [Homo 



229576 

LIB3196-036-P1-M1-A12 

BLASTX 

g2435512 

237 

2.0e-20 ■ 

59 

78 

{AF024504) No definition line found [Arabidopsis thaliana] 
229577 

LIB3196-036-P1-M1-A5 

BLASTX 

gl706326 

397 

■l.Oe-38 
84 
83 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2146786_pir S65470 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDCl) - Garden pea >gi_1177 603__emb_CAA91444_ 
(Z6654 3) pyruvate decarboxylase [Pisum sativum] 

229578 

LIB3196-036-P1-M1-B1 

BLASTX 

gll4682 

289 

4.0e-26 

99 

64 

ATP SYNTHASE. DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_100471_pir A35227 H+-transporting ATP synthase (EC 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ippmoea batatas] 

229579 

LIB3196-036-P1-M1-B10 

BLASTX 

g4335751 

207 

2.0e-16 

120 

42 

(AC006284) putative methyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



229580 

LIB3196-036-P1-M1-B11 

BLASTX 

gl37580 

246 

5.0e-21 

118 

47 

VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) - 

>gi_72286_pir FWCNAB- alpha-globulin B precursor ^ (clone 

C72) - upland cotton >gi_167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

229581 

LIB3196-036-P1-M1-B12 

BLASTX 

g464981 

391 

5.0e-38 

74 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

229582 

LIB3196-036-P1-M1-B3 

BLASTX 

gl67311 

311 

7.0e-29 

79 

78 

(M83301) 2S albumin storage protein [Gossypium hirsutum] 
229583 

LIB3196-036-P1-M1-B6 

BLASTX 

gl26156 

372" 

8.0e-43 
128 
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% identity 

NCBI Description 



73 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gijll71335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 



%tJ C \J ■ 1^ • 


229584 


Seq. ID 


LIB3196-036-P1-M1-B8 


Method 


BLASTX 


NCBI GI 


g3212868 


BLAST score 


512 


E value 


3.0e-52 


Match length 


107 


% identity 


86 


NCBI Description 


(AC004005) unknown protein 


Seq. No. 


229585 


Seq. ID 


LIB3196-036-P1-M1-C10 


Method 


BLASTX 


NCBI GI 


gl28378 


BLAST score 


274^ 


E value 


3.0e-24 


Match lengj:h 


91 


% identity 


56 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82031_pir S07142 nonspecific lipid transfer protein - 

castor bean >gi_224 909_prf 1204170A protein, nonspecific 

lipid transfer [Ricinus communis] 

229586 

LIB3196-036-P1-M1-C11 

BLASTX 

gl26156 

482 

l.de-48 

121 

76 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288__pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229587 

LIB3196-036-P1-M1-C12 

BLASTX 

gll70505 

185 

5.0e-14 

39 

92 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 
>gi_322504_pir JC1453 translation initiation factor 



32914 



eIF-4A2 - Arabidopsis thaliana '>gi_16556_emb_CAA4 618 9_ 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] 



Seq. No. 229588 

Seq.. ID LIB3196-036-P1-M1-C4 

Method BLASTX 

NCBI GI g2407800 

BLAST score 34 9 

E value 4.0e-33 

■Match length 78 

% identity 90 

NCBI Description (Y12575) histone H2A.F/2 [Arabidopsis thaliana] 

Seq. No. 229589 

Seq. ID LIB3196-036-P1-M1-C8 

Method BLASTX 

NCBI GI g3582332 

BLAST score 316 

E value 2.0e-29 

Match length 82 

% identity 73 

NCBI Description (AC0054 96) unknown protein [Arabidopsis thaliana] 

Seq. No. 229590 

Seq. ID - LIB3196-036-P1-M1-D12 

Method • BLASTX 

NCBI GI g2765837 

BLAST score 256 

E value 3.0e-22 

Match length 110 

% identity 55 

NCBI Description (Z96936) NAP16kDa protein [Arabidopsis thaliana] 



Seq. No. 


229591 




Seq. ID 


LIB3196- 


■036-P1-M1-D3 


Method 


BLASTX 




NCBI GI 


gl771780 


BLAST score 


"435 




E value 


3.0e-43 




Match length 


112 




% identity' 


79 




NCBI Description 


(Y10024) 


ubiquitin e; 


Seq. No. 


229592 




Seq. ID 


LIB3196- 


036-P1-M1-D5 


Method 


BLASTX 




NCBI GI 


g224293 




BLAST score 


410 




E value 


3.0e-40 




Match length 


82 




% identity 


100 




NCBI Description 


histone 


H4 [Triticum 


Seq. No. 


229593 




Seq. ID 


LIB3196- 


036-P1-M1-D7 


Method 


BLASTX 





ubiquitin extension protein [Solanum tuberosum] 



i3'2915 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

'BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g423053 
200 

l.Oe-15 

40 

97 

protransglutaminase E, TGase3 



human 



229594 

LIB3196-036-P1-M1-D8 

BLASTX 

g2497542 

467 

4.0e-47 

99 

92 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G PRECURSOR 

>gi_629696_pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374) Pyruvate kinase; 
plastid isozyme [Nicotiana tabacum] 

229595 

LIB3196-036-P1-M1-D9 

BLASTX 

gl25351 

315 

l.Oe-37 

104 

84 

PROTO-ONCOGENE TYROSINE-PROTEIN KINASE FER (P94-FER) 

(C-FER) >gi_66833_pir TVHUFE protein-tyrosine kinase (EC 

2.7-. 1.112) fer - human >gi_339715 (J03358) tyrosine kinase 
(FER) [Homo sapiens] 



Seq. No. 


229596 


Seq. ID 


LIB3196 


Method 


, BLASTX 


NCBI GI 


gl77207 


BLAST score ^■ 


561 


E value 


6.0e-58 


Match length 


130 


% identity 


86 


NCBI Description 


(J02769 


Seq. No. 


229597 


Seq. ID 


LIB3196- 


Method 


BLASTX 


NCBI GI 


g266691 


BLAST score 


351 


E value 


3,0e-33 


Match length 


106 


% identity 


70 


NCBI Description 


OLEOSIN 



Seq, No. 
Seq. ID 
Method 



[Gossypium hirsutum] 
229598 

LIB3196-036-P1-M1-E7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g416563 
'512 

4.0e-52 

98 

99 

INTESTINAL MEMBRANE A4 PROTEIN (DIFFERENTIATION-DEPENDENT 

PROTEIN A4) >gi_422742_pir S32567 A4 protein - human 

>gi_177900 (L09604) A4 protein [Homo sapiens] >gi_2707599 
(U93305) A4 differentiation-dependent protein [Homo 
sapiens] >gi_45058 93_ref_NP_002659 . l_pPLP2_ proteolipid 
protein 2 (colonic epithelium-enriched) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229599 

LIB3196 

BLASTX 

g267069 

525 

l.Oe-53 

97 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



■036-P1-M1-E9 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914- 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



229600 

LIB3196-036-P1-M1-F10 

BLASTX 

g3493660 

669 

l.Oe-70 

132 

99 

(AF084530) cyclin-D binding Myb-like protein [Homo sapiens] 
229601 

LIB3196-036-P1-M1-F2 ' c . 

BLASTX 

g3033391 

223 

2.0e-18 

95 

58 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%' identity 
■NCBI Description 



229602 

LIB3196-036-P1-M1-F3 

BLASTX 

g3915031 

638 

6.0e-67 

126 

95 

ACYL-[ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
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[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229603 

LIB3196-036-P1-M1-F4 

BLASTX 

g398953 

659 

2.0e-69 

133 

98 

14-3-3 PROTEIN SIGMA (STRATIFIN) (EPITHELIAL CELL MARKER 

PROTEIN 1) >gi_4 8 6666_pir S34753 stratifin - human* 

>gi_23940_enib_CAA4 0623_ {X57348) 9112 [Homo sapiens] 
>gi_2702353 (AF029081) 14-3-3 sigma protein [Homo sapiens] 
>gi_2702355 (AF029082) 14-3-3 sigma protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229604 

LIB3196-036-P1-M1-F5 

BLASTX 

g3915742 

618 

l.Oe-64 

127 

91 

LEGUMIN 
(M69188 
>gi_444 
[Gossyp 



A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
legumin A [Gossypium hirsutum] 

320_prf 1906369A legumin A:ISOTYPE=D alloallele 

ium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229605 

LIB3196-036-P1-M1-F6 

BLASTX 

g4006867 

183 

l.Oe-13 
126 

.45 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229606 

LIB3196-036-P1-M1-F7 

BLASTX 

g4567181 

170 

4.0e-12 

64 

5 

(AC007228) BC37295_3 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229607 

.LIB3196-036-P1-M1-G10 

BLASTX 

gl67367 

533 

l.Oe-54 

117 

90 
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NCBI Description^., 



.(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229608 

LIB3196-036-P1-M1-G12 

BLASTX 

gl730288 

370 

2.0e-35 

89 

83 

(U61263) acetolactate synthase homolog [Homo sapiens] 
229609 

LIB3196-036-P1-M1-G4 

BLASTX 

g477138 

179 

3.0e-23 

63 

92 

carcinoma-associated antigen GA733-1 precursor - human 
>gi_31591_emb_CAA31781_ {X134,25) GA733-1 protein (AA 1-323) 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229610 

LIB3196 

BLASTX 

g631131 

424 

5.0e-42 
97 
89 
epithel 
(M93010 



-036-P1-M1-G6 



ial cell marker protein 1 - human >gi_187302 

) epithelial cell marker protein 1 [Homo sapiens] 



229611 

LIB3196-036-P1-M1-G8 

BLASTX 

g47 9532 

469 

4.0e-47 

96 

99 

GTP-binding regulatory protein Gs alpha chain - human 
>gi_1335091_emb_CAA39484_ {X56009) alpha subunit of GsGTP 
binding protein [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229612 

LIB3196-036-P1-M1-G9 

BLASTX 

gl346347 

431 

l.Oe-42 

90 • 
98 

KERATIN, TYPE II CYTOSKELETAL 6D {CYTOKERATIN 6D) (CK 6D) 
{K6D KERATIN) >gi_2119225_pir 161769 keratin type II - 



32919 



human (fragment) >gi_914833 (L42610) keratin type II [Homo 
sapiens] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



229613 

LIB3196-036-P1-M1-H1 

BLASTX 

g3915742 

427 

8.0e-46 

119 

80 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 



Sea No 


229614 


%J ^ \J • X 


LIB3196-036-P1-M1-H11 

J_l X LJ Jl. -f \J \J -J \f 1.x LJX 1J.XX 


Mpt hod 


BLASTX 


LN \^ U J. \J J_ 


\^ ^ \J ^ t ^ 




169 


E value 


5.0e-12 


M^^tph 1 pnrrth 


39 


% identity 


82 


NCBI Description 


(AC005679) EST gb_R30300 comes from this 




thalianal 


Seer No 


229615 


Seq. ID 


LIB3196-036-P1-M1-H3 


Mpi" h nH 


BLASTX 




a3297823 


BLAST score 


300 


E value 


3. Oe-27 


Match length 


82 


% identity 


66 


NCBI Description 


(AL031032) putative protein [Arabidopsis 


Seq. No. 


229616 


Seq. ID 


■LIB3196-036-P1-M1-H4 


Method 


BLASTX 


NCBI GI 


g2120082 


BLAST score 


355 


E value 


9.0e-34 


Match length 


94 


% identity 


69 


NCBI Description 


hypothetical protein II (retroposon LINE 


Seq. No. 


229617 


Seq. ID 


LIB3196-036-P1-M1-H9 


Method 


BLASTX 


NCBI GI 


gl20649 


BLAST score 


686 


E value 


l.Oe-72 


Match length 


135 


% identity 


100 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 



>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 
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dehydrogenase (EC 1.2.1.12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 (^02642) glyceraldehyde 3-phosphate 
dehydrogenase - (EC 1.2.1.12) [Homo sapiens] >gi_182977 . 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224 880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229618 

LIB3196-037-P1-M1-A11 

BLASTX 

gl916290 

147 

2.0e-09 

72 
49 

(U89876) ALY [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229619 

LIB3196-037-P1-M1-A3 

BLASTX 

gl346349 

217 

l.Oe-17- 

43 

100 

KERATIN, TYPE II CYTOSKELETAL 6F (CYTOKERATIN 6F) (CK 6F) 

{K6F KERATIN) >gi_2119219_pir 161771 keratin type II - 

human >gi_908805 (L42612) keratin type II [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229620 

LIB3196-037-P1-M1-A5 

BLASTX 

g2813965 

329 

9.0e-31 

119 

59 

(Z97053) adenosine deaminase (ADA) 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229621 

LIB3196-037-P1-M1-A6 

BLASTX 

g4539395 

142 

7.0e-09 

51 

53 

(AL035526) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229622 

LIB3196-037-P1-M1-B11 

BLASTX 

g464707 

516 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-52 

105 . 
95 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34 345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb__R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ {AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Sea No. 


229623 


Seq. ID 


LIB3196^037-P1-M1-B12 


Method 


BLASTX 


NCBI GI 


g3005063 


BLAST score 


529 


E value 


3.0e-54 


Match length 


125 


% identitv 


83 


NPRT Dp sr'T i ni" 1 on 




Seq. No. 


229624 


Sea ID ■ 


LIB3196-037-P1-M1-B4 






NCBI GI 


g4056499 


BLAST score 


139 


E value 


l.Oe-08 


Match length 


43 . 


% identity 


58 


NCBI Description 


(AC005896) unknown protein [Arabidopsis thaliana] 


Seq. No. 


229625 


Seq. ID 


LIB3196-037-P1-M1-B8 


Method 


BLASTX 


NCBI GI 


gl363944 


BLAST score 


598 


E value 


2.0e-62 


Match length 


124 


% identity 


97 


NCBI Description 


type I keratin 16 - human >gi_1195531_bbs_172338 (S79867) 




type I keratin 16, K16 [human, epidermal keratinocytes, 




Peptide, 473 aa] [Homo sapiens] 


Seq. No. 


229626 


Seq. ID 


LIB3196-037-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


439 


E value 


l.Oe-43 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

84 - .. ^ 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb AC004481. [Arabidopsis thaliana] 



229627 

LIB3196-037-P1-M1-C11 

BLASTX 

g81546 

477 

3.0e-48 

103 

89 

alpha-globulin type B precursor (tandem 1) 
(fragment ) 



- upland cotton 



229628 

LIB3196-037-P1-M1-C12 

BLASTX 

g762939 

614 

4.0e-64 
127 

92 . 

(Y00057) precursor polyp.eptide (AA -14 to 7-47) [Homo 
sapiens] 



Seq. No. 


229629 


Seq. ID 


LIB3196-037-P1-M1-C4 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


447 ' 


E value 


l.Oe-44 


Match length 


116 


% identity 


78 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


229630 


Seq. ID 


LIB3196-037-PI-M1-D1 


Method 


BLASTX 


NCBI GI 


gl25080 


BLAST score 


533 


E value 


l.Oe-54 


Match length 


106 


% identity 


100 


NCBI Description 


KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 



14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4 504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. 229631 

Seq. ID LIB3196-037-P1-M'1-D10 

Method BLASTX 

NCBI GI g3845568 

BLAST score 200 



32923 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 



l.Oe-15 

78 

51 

(AB012042) 



keratin 6 beta [Mus musculus] 



229632 

LIB3196-037-P1-M1-D11 

BLASTX 

gl498225 

309 

2.0e-28 

62 

100 

(Y07569) 
(U70439) 



PHAPI2a protein [Homo sapiens] >gi_1698783 
silver-stainable protein SSP29 [Homo sapiens] 



229633 

LIB3196-037-P1-M1-D2 

BLASTX 

gl67311 

496 

2.0e-50 

113 

86 

(M83301) 



2S albumin storage protein [Gossypium hirsutism] 



229634 

LIB3196-037-P1-M1-D3 

BLASTX 

gll9339 

457 

l.Oe-45 

92 
99 

ALPHA ENOLASE (2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) 
(NON-NEURAL ENOLASE) (NNE) ( PHOSPHOPYRUVATE HYDRATASE) 

>gi_87368_pir ^A29170 phbsphopyruvate hydratase (EC 

4.2.1.11) alpha - human >gi_182114 (M14328) alpha enolase 
(EC 4. 2.1. 11) > [Homo sapiens] >gi_1167843_emb_CAA34 360_ 
(X16288) alpha-enolase [Homo sapiens] 

>gi_4503571_ref_NP_001419.1_pENOl_ enolase 1, (alpha) 
229635 

LIB3196-037-P1-M1-D5 

BLASTX 

gl000704 

465 

l.Oe-46 

93 

95 

(Z50101) NAD(P) transhydrogenase [Homo sapiens] 

>gi_1589396_prf 2211247B nicotinamide nucleotide 

transhydrogenase [Homo sapiens] 

229636 

LIB3196-037-P1-M1-D6 
BLASTX 



32924 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g42:i953 
272 

2.0e-29 

108 

69 

hypothetical protein 2 
>gi_2 143 2_emb_CAA3 6 6 1 4_ 

229637 

LIB3196-037-P1-M1-D8 

BLASTX 

g2944446 

548 

2.0e-56 

122 

80 

{AF050756) 
communis] 



• potato transposon Tstl 
(X52387) 0RF2 [Solanum tuberosum] 



cysteine endopeptidase precursor [Ricinus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229638 

LIB3196-037-P1-M1-E11 

BLASTX 

g3041738 

618 

l.Oe-64 

122 

97 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) (CCT-ETA) 
(HIV-1 NEF INTERACTING PROTEIN) >gi_2559Q10 (AF026292) 
chaperonin containing t-complex polypeptide 1, eta subunit; 
CCT-eta [Homo sapiens] 



Seq. No. 


229639 


Seq. ID 


LIB3196-037-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


g901998 


BLAST score • 


143 


E value 


7.0e-09 


Match length 


97 


% identity 


35 


NCBI Description 


(U23731) TAR DNA-binding protein-43 [Homo 


Seq.' No. 


229640 


Seq. ID 


LIB3196-037-P1-M1-E3 


Method 


BLASTX 


NCBI GI 


g2119228 


BLAST score 


227 


E value 


9.0e-19 


Match length 


111 


% identity 


51 


NCBI Description 


keratin K4a - human (fragment) >gi 313159 




(X67683) keratin K4a[Homo sapiens] 


Seq. No. 


229641 ' 


Seq. ID 


LIB3196-037-P1-M1-E6 


Method 


BLASTX 


NCBI GI 


g293119 



32925 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



500 

9.0e-5i 

121 

83 

(L13307) immunoglobulin gamma [Macaca f ascicularis] 
229642 

LIB3196-037-P1-M1-E9 

BLASTX 

gl694976 

307 

3.0e-28 

91 

64 

{Y09482) HMGl [Arabidopsis thaliana] 

>gi__2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229643 

LIB3196-037-P1-M1-F2 

BLASTX 

gll2440 

358 

4.0e-34 

93 

52 

tropomyosin 1 alpha, brain - rat 
229644 

LIB3196-037-P1-M1-F4 

BLASTX 

g4063760 

331 

5.0e-44 

118 

73 

(AC005561) putative P0L3 protein [Arabidopsis .-thaliana] 
229645 

LIB3196-037-P1-M1-F6 

BLASTX 

g3929617 

658 

3.0e-69 

128 

99 

(U39412) alpha SNAP [Homo sapiens] 
>gi_4505329_ref^NP__003818 . l_pNAPA_ UNKNOWN 

229646 

LIB3196-037-P1-M1-F8 

BLASTX 

gl25080 

517 

5.0e-53 

104 

100 



32926 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I' cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504 913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

229647 

LIB3196-037-P1-M1-G10 

BLASTX 

g3882321 

147 

2.0e-09 

100 

38 

(AB018343) KIAA0800 protein [Homo sapiens] 
229648 

LIB3196-037-P1-M1-G11 

BLASTX 

g2494911 

617 

2.0e-64 

119 

97 

HYPOTHETICAL PROTEIN KIAA0124 >gi_14 69171_dbj_BAA09473_ 
(.D50914) The KIAA0124 gene product is novel. [Homo' sapiens] 

229649 

LIB3196-037-P1-M1-G3 

BLASTX 

g729032 

281 

4.0e-25 

54 

100 

ADENYLYL CYCLASE-ASSOCIATED PROTEIN 1 (CAP 1) 

>gi_2137125_pir 149572 adenylyl cyclase-associated protein 

•-'mouse >gi_293317 (L12367) adenylyl cyclase-associated 

protein [Mus musculus] >gi_74.4841_prf 2015321A adenylate 

cyclase-associated protein"" [Mus musculus] 

229650 

LIB3196-037-P1-M1-G8 

BLASTX 

g2500587 

611 

8.0e-64 

117 

72 

SPLICEOSOME ASSOCIATED PROTEIN 4 9 (SAP 4 9) (SF3B53) 

>gi_1082799_pir ^A54 964 spliceosome-associated protein 

SAP-49 - human >gi_556217 (L35013) spliceosomal p^rotein 
[Homo sapiens] 

229651 

LIB3196-037-P1-M1-G9 
BLASTX 



32927 



NCBI GI. ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500587 
585 

9.0e-61 ■ 

117 

64 

SPLICEOSOME ASSOCIATED PROTEIN 49 {SAP 49) (SF3B53) 

>gi_1082799_pir ^A54 964 spliceosome-associated protein 

SAP-49 - human >gi_556217 (L35013) spliceosomal protein 
[Homo sapiens] 



Seq. No. 


229652 




Seq. ID 


LIB3196-037-P1-M1-H11 




Method 


BLASTX 




NCBI GI 


g3643608 




BLAST score 


195 




E value 


5.0e-15 




Match lenath 


98 " 




% identitv 


39 




NCBI Description 


(AC005395) hypothetical protein [Arabidopsis 


thaliana] 


Sea No 


229653 




Seq. ID 


LIB3196-037-P1-M1-H3 




Method 


BLASTX 




NCBI GI 


g4417310 




BLAST score 


.161 




E value 


4.0e-ll 




Match length 


86 




% identity 


41 




NCBI Description 


{AC006446) putative Athila retroelement ORFl 


protein 




[Arabidopsis thaliana] 




Seq. No. 


229654 




Seq. ID 


LIB3196-037-P1-M1-H4 




Method 


BLASTX 




NCBI GI 


gll9172 




BLAST score 


464 




E value 


2.0e-51 




Match length 


108 




% identity' 


96 





NCBI Description 



ELONGATION FACTOR 2 (EF-2) >gi_2144 947_pir EFHU2 

translation elongation factor eEF-2 - human 
>gi_31106_emb_CAA35829_ (X514 66) elongation factor 2 [Homo 
sapiens] >gi_31108_emb_CAA77 750_ (Z11692) human elongation 
factor 2 [Homo sapiens] >gi_45034 83_ref_NP_001952 . l_pEEF2_ 
eukaryotic translation elongation factor 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% .identity 

NCBI Description 



229655 

LIB3196-037-P1-M1-H5 

BLASTX 

gl730015 

311 

l.Oe-28 

82 

72 

TNF-RELATED APOPTOSIS INDUCING LIGAND (TRAIL PROTEIN) 
(APO-2 LIGAND) >gi_1149558 (U37518) TNF-related apoptosis 
inducing ligand TEIAIL [Homo sapiens] 



32928 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_l336208_gb_AAB01233_ (U57059) Apo-2 ligand [Homo 
sapiens] >gi_4 507593_ref_NP_003801^. l_pTNFSF10_ UNKNOWN 

229656 

LIB3196-037-P1-M1-H6 

BLASTX 

g2058282 

190 

2.0e-14 

51 

69 

(X97377) atranbpla [Arabidopsis thaliana] 



Seq. No. 


229657 


Seq. ID 


LIB3196-037-P1-M1-H7 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


531 


E value 


2.0e-54 


Match length 


119 


% identity 


81 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


229658 


Seq. ID 


LIB3196-038-P1-M1-A2 


Method 


BLASTX 


NCBI GI 


gl26682 


BLAST score 


386 


E value 


2.0e-37 


Match length 


74 


% identity 


97 


NCBI Description 


MAJOR HISTOCOMPATIBILITY COMPLEX ENHANCER-BINDING 



MAD3 >gi_106956_pir ^A39935 major histocompatibility 

complex enhance-binding protein MAD3 - human >gi_187291 
(M69043) MAD3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229659 

LIB3196-038-P1-M1-A4 

BLASTX 

g3033397 

427 

2.0e-42 

104 

80 

(AC004238) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E jvalue 

Match length 

% identity * • 

NCBI Description 



229660 

LIB3196-038-P1-M1-A5 

BLASTX 

gl37578 

539 

2.0e-55 

105 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor 

upland cotton >gi_167371 (M19378) vicilin precursor 



32929 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_2'26119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229661 

LIB3196-038-P1-M1-A6 

BLASTX 

gl24204 

391 

5:0e-38 

87 

87 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 

(EIF-2-BETA) >gi_87 94 l_pir A31226 translation initiation 

factor eIF-2 beta chain - human >gi_109365_pir S13147 

protein synthesis factor - rabbit >gi_182067 (M29536) 
translational initiation factor beta subunit [Homo sapiens] 

>gi_227237_prf 1617105A initiation factor 2beta 

[Oryctolagus cuniculus] 

>g i_4 5 0 3 5 0 5_r e f _N P_0 0 3 8 9 9 . l_pE I F2 S 2_ UNKNOWN 
'229662 

LIB3196-038-P1-M1-A9 

BLASTX 

g3334245 

228 

2.0e-19 ^ 

53 

85 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE ) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ (AJ224520) Glyoxalase I [Cicer 
arietinum] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



229663 

LIB3196-038-P1-M1-B10 

BLASTX 

g3885334 

370 

9.0e-36 

94 

79 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



22 9664 

LIB3196-038-P1-M1-B12 

BLASTX 

g3334138 

238 

2.0e-20 
84 
-55 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 



32930 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229665 

LIB3196-038-P1-M1-B3 

BLASTX 

g3875300 

144 

3.0e-09 

47 

62 

(Z68160) Similarity to Yeast putative mitochondrial carrier 
protein PET8 ■ (SW: PET8_YEAST) ; cDNA EST CEMSH22F comes from 
this gene; cDNA EST CEMSH22R comes from this gene; cDNA EST 
yk331b9.5 comes from this gene [Caenorhabditis e 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229666 

LIB3196-038-P1-M1-B5 

BLASTX 

g2465923 

175 

9,0e-13 

50 

64 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis-^-thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229667 

LIB3196-038"'-Pl-Ml-B6 
BLASTX * « 
g38343i0 
500 

7.0e-51 

96 

100 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229668 

LIB3196-038-P1-M1-B8 
BLASTX . . 

g2887441 
467 

3.0e-47 

84 

98 

(AB007891) KIAA0431 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229669 

LIB3196-038-P1-M1-C4 

BLASTX 

g4325382 

465 

9.0e-47 

92 

99 

(AF129075) T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-l-THETA) 
[Homo sapiens] 



32931 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229670 

LIB3196-038-P1-M1-C6 

BLASTX 

g284314 

673 

5.0e-71 

122 

100 

modulator recognition factor 1 - human (fragment) 
>gi_188684 (M62324) modulator recognition factor I [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229671 

LIB3196-038-P1-M1-C8 

BLASTX 

gl31162 

209 

7.0e-17 

42 

90 

PHOTOSYSTEM I IRON-SULFUR CENTER 1 (PHOTOSYSTEM I SUBUNIT 
VII-1) (9 KD POLYPEPTIDE 1) (PSI-C-1) 

>gi_131163_sp_P07136_PSAC_TOBAC PHOTOSYSTEM I IRON-SULFUR 
CENTER (PHOTOSYSTEM I SUBUNIT VII) (9 KD POLYPEPTIDE) 

(PSI-C) >gi_97657_pir S14967 photosystem I iron-sulfur 

protein psaC - Synechocystis sp. (PCC 6803) 

>gi_100391_pir S07170 photosystem I iron-sulfur protein 

psaC - common tobacco chloroplast >gi_117 92_emb_CAA29304_ 
(X05881) 9kd polypeptide (psaC gene product, AA 1 - 81) 
[Nicotiana tabacum] >gi_4759'6_emb_CAA37836_ (X53842) 8 . 9kDa 
iron-sulfur containing subunit of Photosystem I 
[Synechocystis sp.] >gi_2924280_emb_CAA774 33_ (Z00044) PSI 
9kD protein [Nicotiana tabacum] 



Seq. No. 


229672 




Seq. ID 


LIB3196-038 


-P1-M1-D12 


Method 


BLASTX 




NCBI GI 


g224877 




BLAST score 


453 




E value 


2.0e-45 




Match length 


89 




% identity 


96 




NCBI Description 


deaminase a 


, adenosine 


Seq. No. 


229673 




Seq. ID 


LIB3196-038 


-P1-M1-D3 


Method 


BLASTX 




NCBI GI 


g3170190 




BLAST score 


257 




E value 


8.0e-23 




Match length 


70 




% identity 


76 




NCBI Description 


(AF039695) 


antigen NY- 


Seq. No. 


229674 




Seq. ID 


LIB3196-038 


-Pl-Ml-ElO 



32932 



J—J 



Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Sieq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl7 0344 6 
385 

2.0e-37 

119 

66 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi__1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 

229675 

LIB3196-038-P1-M1-E12 

BLASTX 

g3915742 

448 

7.0e-45 

98 

88 

LEGUMIN 
(M69188 
>gi_4 44 
[Gossyp 



A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
) legumin A [Gossypium hirsutum] 

320_prf 1906369A legumin A:ISOTYPE==D alloallele 

ium hirsutum] 



229676 

LIB3196-038-P1-M1-E3 

BLASTX 

g72287 

474 

7.0e-48 

107 

88 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 

229677 : 

LIB3196-038-P1-M1-E4 

BLASTX 

g284314 

606 

3.0e-63 

110 

100 

modulator recognition factor 1 - human (fragment) 
>gi_188684 (M62324) modulator recognition factor I [Homo 
sapiens] 

229678 

LIB3196-038-P1-M1-E6 

BLASTX 

g2529678 

187 

3.0e-14 ^ 

75 

55 

(AC002535) unknown protein '[Arabidopsis thaliana] 



32933 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229679 

LIB3196-038-P1-M1-E7 

BLASTX 

gl37578 

413 

9.0e-41 

98 

47 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ - 

Match length 

% identity 

NCBI Description 



229680 

LIB3196-038-P1-M1-E8 

BLASTX 

g3641838 

409 

4.0e-40 

89 

88 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229681 

LIB3196-038-P1-M1-F12 

BLASTX 

gl346348 

464 

6.0e-47 

93 

99 

KERATIN, TYPE II CYTOSKELETAL 6E. (CYTOKERATIN 6E) . (CK 6E) 

(K6E KERATIN) >gi_2119223_pir 161770 keratin type II - 

human >gi_908803 (L42611) keratin type II [Homo sapiens] 



Seq. No. 


229682 




Seq. ID 


LIB3196- 


038 


Method 


BLASTX 




NCBI GI 


gl67311 




BLAST score 


513 




E value 


2.0e-52 




Match length 


97 




% identity 


100 




NCBI Description 


{M83301) 


2S 


Seq. No. 


229683 




Seq. ID 


LIB3196- 


038 


Method 


. BLASTX 




NCBI GI 


gll3944 




BLAST score 


563 




E value 


3.0e-58 




Match length 


121 




% identity 


93 





32934 



NCBI Description 



ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) ,(CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY . PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

■>gi_34388_emb_CAA29338_ {X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi_224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229684 

LIB3196-038-P1-M1-F7 

BLASTX 

g2827715 

279 

6.0e-25 

102 

60 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229685 

LIB3196-038-P1-M1-F8 

BLASTX 

g2055295 

553 

5.0e-57 

117 

93 

(D87438) Similar to a C.elegans protein in. cosmid C14H10 
[Homo sapiens] 

229686 

LIB3196-038-P1-M1-F9 

BLASTX 

g4467804 

513 

2.0e-52 

100-. 
95 

(AL031678) TGM3 ( PROTEIN-GLUTAMINE GLUTAMYLT RAN SFE RASE E3 
PRECURSOR (EC 2.3.2.13) (TGASE E3) (TRANSGLUTAMINASE 3 ). ) ' 
[Homo sapiens] 

229687 

LIB3196-038-P1-M1-G1 

BLASTX 

g4406814 

352 . 

9.0e-34 

83 

81 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229688 

LIB3196-038^P1-M1-G11 

BLASTX 

gll69178 



32935 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 

■2.0e-12 
51 
84 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE C (PPIASE) (ROTAMASE) 

(CYCLOPHILIN C) >gi_6274 17_pir ^A54204 peptidylprolyl 

isomerase (EC 5.2.1,8) C precursor - human 

>gi_547304_bbs_14 9388 (S71018) cyclophilin C, Cyp-C [human, 
kidney. Peptide, 212 aa] [Homo sapiens] 

>gi_4505991_ref_NP_000934 . l_pPPIC_ peptidylprolyl isomerase 
C (cyclophilin C) ; Cyp-C 



Seq. No. 


229689 


Seq. ID 


LIB3 196-038 -PI -Ml -G12 


Method 


BLASTX 


NCBI GI 


g2828290 


BLAST score 


216 


E value 


2.0e-17 


Match length 


90 


% identity 


47 


NCBI Description 


{AL021687) ankyrin-like prot« 


Seq. No. 


229690 


Seq. ID 


LIB3196-038-P1-M1-G2 


Method 


BLASTX 


NCBI GI 


g2554653 


BLAST score 


486 


E value 


2.0e-49 


Match length 


96 


% identity 


57 


NCBI Description 


Upl, The Two Rna-Recognition 


Seq. No. 


229691 


Seq. ID 


LIB3196-038-P1-M1-G6 


Method 


BLASTX 


NCBI GI 


g4090247 


BLAST score 


261 


E value 


i:0e-24 


Match length 


133 


% identity 


53 


NCBI Description 


(AJ006130) rer [Mus musculus; 


Seq. No. 


229692 


Seq. ID 


LIB3196-038-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


gl25080 


BLAST score 


463 


E value 


9.0e-47 


Match length 


94 


% identity ■ 


100 


NCBI Description 


KERATIN, TYPE I CYTOSKELETAL 



14 (CYTOKERATIN 14) (K14) (CK 

14) >gi_2144816_pir KRHUE keratin, 50K type I cytoskeletal 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504'913_ref_NP_000517 . l_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 



Seq. No. 



229693 



32936 



Seq* ID 


LIB3196-038-P1-M1-G8" ' 


Method 


BLASTX 


NCBI GI 


g2582665 


BLAST score 


434 


E value 


3.0e-43 


Match lenath 


94 


% identity 


89 


NCBI Descriotion 


(Z82983) thi [Citrus sinensis] 


Seq. No. 


229694 


Seq. ID 


LIB3196-038-P1-M1-H2 


Method 


BLASTX 


NCBI GI 


gl438567 


BLAST score 


543 


E value 


6.0e-56 


Match length 


104 


% identity 


100 


NCBI Description 


(U61266) Rho-associated kinase beta [Rattus norvegicus] 


Seq. No. 


229695 


Seq. ID 


LIB3196-038-P1-M1-H3 


Method 


BLASTX 


NCBI.GI 


g683553 


BLAST score 


155 


E value 


l.Oe-10 


Match lenath 


72 


% identitv 


51 


NCBI Description 


(Z48450) oleosin-like protein [Citrus sinensis] 




>gi 1582679 prf 2119230A oleosin homolog [Citrus sinensis] 


Seq. No. 


229696 


Seq, ID 


LIB3196-038-P1-M1-H6 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


379 


E value 


1 . Oe-36 


Match lenath 


115 ■ . 


% identity 


62 


NCBI Description 


(AF071893) AP2 domain containing protein [Prunus arnieniaca] 


Seq. No. 


229697 


Seq. ID 


LIB3196-039-P1-M1-A1 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


345 


E value 


8 . Oe-33 


Match length- 


96 


% identity 


73 


NCBI Description 


(Y12432) polyprotein [Ananas coitiosus] 


Seq. No. 


229698 


Seq. ID 


LIB3196-039-P1-M1-A10 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


412 • 


E value 


2.0e-40 


Match length 


88 



32937 



% identity 

NCBI Description 



92 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) - 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229699 

LIB3196-039-P1-M1-A11 

BLASTX 

g548774 

257 

2.0e-22 

69 

72 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA0215 6_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 


229700 


Seq. ID 


LIB3196-039-P1-M1- 


Method 


BLASTX 


NCBI GI 


g71533 


BLAST score 


522 


E value 


2.0e-53 


Match length 


106 


% identity. 


100 


NCBI Description 


keratin, 56K type 


Seq. No. 


229701 


Seq. ID 


LIB3196-039-P1-M1-. 


Method 


BLASTX 


NCBI GI 


gll9172 


BLAST score 


666 


E value 


'3.0e-70 


Match length 


127 


% identity 


99 


NCBI Description 


ELONGATION FACTOR ; 



human 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq^. ID 
Method 
NCBI GI 
BLAST score 



translation elongation factor eEF-2 - human 
>gi_31106_emb_CAA35829_ (X514 66) elongation factor 2 [Homo 
sapiens] >gi_31108_emb_CAA77750_ {Z11692) human elongation 
factor 2 [Homo sapiens] >gi_4503483_ref_NP_001952 . l_pEEF2_ 
eukaryotic translation elongation factor 

229702 

LIB3196-039-P1-M1-A6 

BLASTX 

g4379025 

212 

5.0e-17 

60 

72 

(X03145) pot. ORF VI [Homo sapiens] 
229703. 

LIB3196-039-P1-M1-A9 

BLASTX 

g547753 

323 



32938 



E value 
Match length 
% identity 
NCBI Description^ 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-30 

67 

96 

KERATIN, TYPE II CYTOSKELETAL 4 



(CYTOKERATIN 4) (K4) {CK4) 



229704 

LIB3196-039-P1-M1-B11 

BLASTX 

g2879867 

317 

2.0e-29 

90 

67 

(AL021816) 40s ribosomal protein S17 [Schizosaccharoinyces 
poitibe] 

229705 

LIB3196-039-P1-M1-B3 

BLASTX 

g2499087 

470 

3.0e-47 
122 

67 . - 

UDP-GLUCOSE: GLYCOPROTEIN GLUCOSYLTRANSFERASE PRECURSOR 

(DUGT) >gi_1085170_pir S54723 UDP-glucose--glycoprotein 

glucosyltransferase — fruit fly (Drosophila sp. ) >gi_790585 
(U20554) UDP-glucose : glycoprotein glucosyltransf erase 
precursor [Drosophila melanogaster] 



Seq. No. 


229706 


Seq. ID 


LIB3196-039-P1-M1-B4 


Method 


BLASTX 


NCBI GI 


g4164033 


BLAST score 


284 


E value 


2,0e-25 


Match length 


121 , 


% identity 


44 


NCBI Description 


(AF111075) latrophilin 2 splice variant babbe 


Seq. No. 


229707 


Seq. ID 


LIB3196-039-P1-M1-B6 


Method 


BLASTX 


NCBI GI 


gll30684 


BLAST score 


621 


E value 


5.0e-65 


'Match length 


120 


% identity 


100 


NCBI Description 


(Z46960) acetohydroxyacid synthase [Gossypium 


Seq. No. 


229708 


Seq. ID 


LIB3196-039-P1-M1-B9 


Method 


BLASTX 


NCBI GI 


g4406225 


BLAST score 


491 


E value 


9.0e-50 


Match length 


99 



32939 



% identity 

NCBI Description 



97 

(AF104412) proliferating cell nuclear antigen II [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



229709 

LIB3196-039-P1-M1-C1 

BLASTX 

g729978 

171 

2.0e-12 

50 

70 

MAD PROTEIN (MAX DIMERIZER) >gi_34 624 5_pir ^A45181 

Max-binding bHLH-Zip protein Mad - human >gi_187289 
(]j06895) antagonizer of myc transcriptional activity [Homo 
sapiens] >gi_4505069_ref_NP_002348 . l_pMAD_ MAD protein 
(MAX-binding protein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description; 



229710 

LIB3196-039-P1-M1-C11 

BLASTX 

g2827550 

154 

3.0e-10 

51 

59 

{AL021635) leucine rich repeat receptor kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229711 

LIB3196-039-P1-M1-C2 

BLASTX 

g975290 

268 

.7.0e-24 
79 
72 

(U24183) phosphof ructokinase 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229712 

LIB3196-039-P1-M1-C3 

BLASTX 

g3860797 

201 

7.0e-16 

97 

41 

{AJ235271) 30S RIBOSOMAL PROTEIN S9 (rpsl) 
prowazekii] 



[Rickettsia 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



229713 

LIB3196-039-P1-M1-C4 

BLASTX 

g4138581 

292 

2.0e-26 
96 



32940 



% identity 


23 


NCBI Description 


(X98474) mitochondrial energy transfer protein [Solanum 




tuberosum] 


Seq. No. 


229714 


Seq. ID 


LIBS 19 6-03 9-P1-M1-C5 


Method 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


339 


E value 


3.0e-32 


Match length 


78 


% identity 


81 


NCBI Description 


(AF005047) transport inhibitor response 1 [Arabidopsis 




thaliana] >gi 2352494 (AF005048) transport inhibitor 




response '1 [Arabidopsis thaliana] 


Seq. No. 


229715 


Seq. ID 


LIB31 96-03 9-P1-M1-C6 


Method 


BLASTX 


NCBI GI 


gl070474 


BLAST score 


587 


E value 


5.0e-61 


Match length 


119 


% identity 


92 


NCBI Description 


protein— tyrosine kinase (EC 2,7.1.112) fgr — feline sarcoma 




virus (strain Gardner-Rasheed) >gi 61543 emb CAA25063 




(X00255) P70 gag gene [Feline sarcoma virus] 


Seq. No.- 


229716 


Seq. ID 


LIB31 96-03 9-Pl -Ml -C7 


Method 


BLASTX 


NCBI GI 


g4455211 


BLAST score 


200 


E value 


l.Oe-15 


Match lencrth 


85 


% identity 


39 


NCBI Descriotion 


fAL035440) STIGl like oroteln FArabidonsis thaliana! 


Seq. No. 


229717 


Seq. ID 


LIB3196-039-P1-M1-D1 ~' 


Method 


BLASTX 


NCBI GI 


g2134892 


BLAST score 


472 


E value 


2.0e-47 


Match length 


92 


% identity 


100 


NCBI Description 


cell surface glycoprotein — human >gi 188256 (M60334) cell 




surfacp crl vpODTOt p i n rHf^nrm c;?iDi *=*n«! 1 




>ai 1834460 emb CAB06609 (Z84814) HLA-DRA*0102 THomo 




sapiens ] 


Seq. No. 


229718 


Seq. ID 


LIB3196-039-P1-M1-D10 


Method 


■BLASTX 


NCBI GI 


.g2191127 


BLAST score 


475 


E value 


7.0e-48 



32941 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
89 

(AF007269) A IG002N01, 



1 gene product [Arabidopsis thaliana] 



229719 

LIB3196-039-P1-M1-D3 

BLASTX 

g2252866 

162 

3.0e-ll 

43 

74 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

229720 

LIB3196-039-P1-M1-D8 

BLASTX 

g28324.11 

463 

2.0e-46 

109 

81 

{AJ002211) CXC chemokine [Homo sapiens] >gi_2911376 
(AF044197) B lymphocyte chemoattractant BLC; B-cell homing 
chemokine [Homo sapiens] >gi_3169814 (AF029894) Angle [Homo 
sapiens] 

229721 

LIB3196-039-P1-M1-D9 

BLASTX 

g3600031 

228 

7.0e-19 

95 

60 

(AF080119) similar to 2, 4-dihydroxyhept-2-ene-l, 7-dioic 
acid aldolases [Arabidopsis thaliana] 

229722 

LIB3196-d39-Pl-Ml-Ell. 

BLASTX 

gl363944 

607 

2,0e-63 

121 

100 

type I 
type I 
Peptide 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16, K16 [human, epidermal keratinocytes, 
, 473 aa] [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229723 

LIB3196-039-P1-M1-E12 

BLASTX 

g2191150 

384 

3.0e-37 



32942 



# 



Match length 

% identity 

NCBI Description,^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
36 

.. (AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

229724 

LIB3196-039-P1-M1-E5 

BLASTX 

gl350945 

255 

4.0e-22 

64 

83 

40S RIBOSOMAL PROTEIN S17 >gi_1076596_pir S51665 ribosomal 

protein S17 - tomato (fragment) >gi_603570_emb__CAA584 4 4_ 
(X83421) ribosomal protein S17 [Lycopersicon esculentum] 



Seq. No. 


229725 


Seq. ID 


LIB3196-039-P1-M1-E9 


Method 


BLASTX 


NCBI GJ 


a730456 




416 


E value 


6. Oe-41 


Match length 


98 


% identity 


76 


NCBI Description 


40S RIBOSOMAL PROTEIN S19 


Seq.. No. 


229726 


Seq. ID 


LIB3196-039-P1-M1-F1 


Method 


BLASTX 


NCBI GI 


g3914916 


BLAST score 


637 


E value 


7.0e-67 


Match length 


121 


% identity 


100 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S4, 




>gi_4 432937_dbj_BAA2107 6_ 




ribosomal protein S4 [Mac< 


Seq. No. 


229727 


Seq. ID 


LIB3196-039-P1-M1-F11 


Method 


BLASTX 


NCBI GI 


g3947719 


BLAST score 


249 


E value 


2.0e-21 


Match length 


53 


% identity 


92 



y ISOFORM 

(D50105) Y-chromosome linked 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



{AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

229728 

LIB3196-039-P1-M1-F12 . 

BLASTX 

g280816 

138 



32943 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



■9.0e-09 

60 

50 

keratin 13, type I, cytoskeletal, short form - human 
>gi_30377_emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253 (AF049259) keratin 13 [Homo sapiens] 
>gi_4504911_ref_NP_002265.1_pKRT13_ keratin 

229729 

LIB3196-039-P1-M1-F5 

BLASTX 

gl705996 

653 

l.Oe-68 

127 

99 

COATOMER ALPHA SUBUNIT (ALPHA-COAT PROTEIN) (ALPHA-COP) 

(HEP-COP) >gi_2144 979_pir ERHUAH coatomer complex alpha 

chain homolog - human >gi_1002369 (U24105) coatomer protein 
[Homo sapiens] 

229730 

LIB3196-039-P1-M1-F7 ' 

BLASTX 

gl37578 

478 

2.0e-48 

110 

87 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545__pir S06398 alpha-globulin type A precursor - 

upland cotton >gi__167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229731 

LIB3I96-039-P1-M1-F9 

BLASTX 

g266392 

594 

8.0e-62 

118 

97 

TRANSCRIPTIONAL REGULATOR ISGF3 GAMMA SUBUNIT (IFN-ALPHA 
RESPONSIVE TRANSCRIPTION FACTOR SUBUNIT) (INTERFERON 
STIMULATED GENE FACTOR 3 , GAMMA), (ISGF3 P48 SUBUNIT) M ISGF-3 

GAMMA) >gi_34 6215_pir ^A45017 transcription factor ISGF3 

gamma chain - human >gi_184 653 (M87503) IFN-alpha 
responsive transcription factor [Homo sapiens] 

229732 

LIB3196-039-P1-M1-G2 

BLASTX 

g410'5412 

309 

2.0e-28 



32944 




n 



Match length 


67 


% identity 


87 


NCBI /,De script ion 


fAF0455641 develoDitient— related orotein FRattus norveoicusl 


Seq. ' No . 


229733 


Seq. ID 


LIB3196-039-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


g3777617 


BLAST score 


291 


E value 


2.0e-26 


Match length 


73 


% identity 


84 


NCBI Description 


{AF097709) serine protease [Homo sapiens] 


Seq. No. 


229734 


Seq. ID 


LIB3196-039-P1-M1-G5 


Method 


BLASTX 


NCBI GI 


gl37580 


BLAST score 


604 


E value 


5.0e-63 


Match length 


119 


% identity 


98 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN B) (CLONE C72) 




>ai 72286 oir FWCNAB aloha— alobulin B orecursor frlone 




C72) — upla.nd cotton >gi 167375 (M16891) vicilin precursor 




[Gossypiuin hi r sut um] 


Seq. No. 


229735 


Seq. ID 


LIB31 96-03 9-Pl-Ml -G6 


Method 


BLASTX 


NCBI GI 


gl23101 


BLAST score 


330 


E value 


7.0e-31 


Match length 


100 


% identity 


72 


NCBI Description 


NONHISTONE CHROMOSOMAL PROTEIN HMG-14 




>oi 107207 oir A33310 nonhistone phiromosoiTiri 1 OTOI'pin 




HMG~14 - hiiman~>ai 3068 63 (J02 621) hiah mobilitv aroun 




orotein 14 FHomo saoiens! >ai 386779 fM21339^ hiah moh-ilif' 




group protein 14 [Homo sapiens] ^^gi 3171155 {AF064861) 




HMG— 14 fHomo sat!)ien*=?l 

XXX X^«l ^ ^ ^ X X ^^XLivy O X X O J 


Seq. No. 


229736 


Seq. ID 


LIB31 96-03 9-P1-M1-G9 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


345 


E value 


l.Oe-32 


Match length 


109 


% identity 


63 


NPRT Dp p T "i ni" 1 on 


fY1^43P^ no! vnTO't" p"in rAnsn^c; pottio*?!! s 1 


Seq. No. 


229737 


Seq. ID 


LIB3196-039-P1-M1-H10 


Method 


BLASTX 


NCBI GI 


g280816 


BLAST score 


624 



32945 



E value 
Match length 
% identity 
NCBI Description 





>gi 4504911 : 


Sea No . 


229738 


Seq. ID 


LIB3196-039-] 


Method 


BLASTX 


NCBI GI 


g3717946 


BLAST score 


172 


E value 


2 . Oe-15 ■ ■ ^ 


Match length 


81 


% identity 


62 


NCBI Description 


(AJ005901) vi 


Seq. No. 


229739 


Seq. ID 


LIB3196-039-] 


Method 


BLASTX 


NCBI GI 


g3121828 


BLAST score 


596 


E value 


5.0e-62 


Match length 


124 


% identity 


92 


NCBI Description 


BENE PROTEIN 



3.0e-65 

127 

98 

keratin 13, type I, cytoskeletal, short form - human 
>gi_3037 7_emb_CAA36673_ (X52426) cytokeratin 13 [Homo 
sapiens] >gi_3603253 (AF049259) keratin 13 [Homo sapiens] 
NP 002265.1 PKRT13 keratin 



human (fragment) >gi_1000712 {U170771 
sapiens] 



unknown [-Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229740 

LIB3196 

BLASTX 

g631009 

355 

9.0e-34 

67 _ 
99 

G-prote 
subunit 
subunit 



•039-P1-M1-H7 



in - chicken >gi_21194 66_pir 150230 G protein alph 

- chicken >gi_454411 (L24550) G protein ' alpha 
[Gallus gallus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229741 

LIB3196-039-P1-M1-H8 

BLASTX 

g3396079 

250 

l.Oe-21 

97 

47 

(AF080173) inositol 1, 3/ 4-trisphosphate 5/6-kinase 
[Arabidopsis thaliana] 

229742 

LIB31 96-04 0-P1-M1-A6 

BLASTX 

g3745821 



32946 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



660 

2.0e-69 
124 

99 ' 

Chain A, Tubulin Alpha-Beta Dimer, Electron Diffraction 
229743 

LIB3196-040-P1-M1-A8 

BLASTX 

gll9172 

604 

5.0e-63 

117 

99 

ELONGATION FACTOR 2 (EF-2) >gi_2144947_pir EFHU2 

translation elongation factor eEF-2 - human 
>gi_31106_einb_CAA35829_ (X51466) elongation factor 2 [Homo 
sapiens] >gi_31108_emb_CAA77750__ {Z11692) human elongation 
factor 2 [Homo sapiens] >gi_4503483_ref_NP_001952 . l_pEEF2_ 
eukaryotic translation elongation factor 

229744 

LIB3196-040-P1-M1-B10 

BLASTX 

gl26156 

655 

6.0e-69 

128 

98 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229745 

LIB3196-040-P1-M1-B7 

BLASTX 

g3122673 

407 

7.0e-40 

108 

76 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

229746 

LIB3196-040-P1-M1-C10 

BLASTX 

g2244979 

422 

l.Oe-41 

122 . 

68 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



32947 



Q 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229747 

LIB3196-040-P1-M1-C11 

BLASTX 

gl25105 

416 

3.0e-41 

83 

99 

KERATIN, TYPE' II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) (CK 5) 

(58 KD CYTOKERATIN) >gi_88051_pir ^A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 (M21389) 
keratin type II [Homo sapiens] 
>gi_4557890_ref_NP_000415. l_pKRT5_ keratin 



229748 
LIB319 
BLASTX 
g54493 
469 

4.0e-4 
138 

70. 

(S6873 
liver.. 



6-040-P1-M1-C2 

9 

7 



6) myosin heavy chain, MHC [rats, GC14-cirrhotic 
fat-storing, cell line. Peptide, 8§2 aa] [Rattus sp.] 



229749 

LIB3196-040-P1-M1-C4 

BLASTX 

g417103 

591 

2.0e-61 

120 

99 

HISTONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

■>gi_16324_emb_CAA42957_ (X60429) histon^ H3.3 like protein ' 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypiuip ..hirsutum] ■ 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



229750 

LIB3196-040-P1-M1-C6 
BLASTX 



32948 



t 



£ 
I 



NCBI GI 


g728838 


BLAST score 


147 


Fi value 


2.0e-09 


Ma'tT'h 1 encrt'hi 


47 


% idp»ntitv 


14 


NPRT np<5PTi nt ion 

Vui LJ ^ l_/ C >9 .1- K<r L» ^ W i 1 


ALU SUBFAMILY SX WARNING ] 


Seq. No. 


229751 


Seq. ID 


LIB31 96-04 0-Pl-Ml-Dl 


Method 


BLASTX 


NCBI GI 


g2414156 


BLAST score 


652 


E value 


l.Oe-68 


Match length 


124 


% identity 


100 


NCBI Description 


(Y09787) delta-endotoxin 


Seq. No. 


229752 


Seq. ID 


LIB3196-040-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g3915742 


BLAST score 


582 


E value 


2.0e-60 


Match length 


122 


% identity 


90 


NCBI Description 


LEGUMIN A PRECURSOR (BETA- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M69188) legumin A. [Gossypium hirsutum] 

>gi_444 320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

229753 

LIB3196-040-P1-M1-D11 

BLASTX 

g3860274 

204 

5.0e-16 

53 

70 

{AC005824) unknown protein [Arabidopsis thaliana] 
>gi_4314 397_gb_AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 

229754 

LIB3196-040-P1-M1-D12 

BLASTX 

gl363944 

649 . 

3.0e-68 

129 

100 

type I 
type I 
Peptide 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16/ K16 [human, epidermal keratinocytes, 
, 473 aa] [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



229755 

LIB3196-040-P1-M1-D5 
BLASTX 



32949 




f 



O 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73055'- 
606 

3.0e-63 
121 

99 ' ' - 

60S RIBOSOMAL PROTEIN Lil (L5) >gi_54 1.961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa]- 



Seq. No. 


229756 


Seq. ID 


LIB3196^040-P1-M1-D7 


Method 


BLASTX 


NCBI GI 


g2911060 


BLAST score 


236 


E value 


8.0e-20 


Match length 


95 


% identity 


36 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 




>gi 3297826 emb CAA19884.1 (AL031032) putative protei 




[Arabidopsis thaliana] 


Seq. No. 


229757 


Seq. ID 


LIB3196-040-P1-M1-D8 


Method 


BLASTX 


NCBI GI 


gl06322 


BLAST score 


578 


E value 


5.0e-60 


Match length 


113 


% identity 


90 


NCBI Description 


hypothetical protein {LIH 3* region) - human 


Seq. No. 


229758 


Seq. ID 


LIB3196-04 0-P1-M1-E10 


Method 


BLASTX 


NCBI GI 


g2062154 


BLAST score 


283 


E value 


3.0e-25 


Match length 


101 


% identity 


61 


NCBI Description 


(AC001645) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


229759 


Seq. ID 


LIB3196-04 0-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


g3820648 


BLAST score 


305 


E value 


.5.0e-37 


Match length 


121 


% identity 


70 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis thaliana] 


Seq. No. 


229760 


Seq. ID 


LIB3196-04 0-P1-M1-E8 


Method 


BLASTX 


NCBI GI 


g400205 


BLAST score 


646 



32950'' 




t 



-Ft: 

m 



E value 
Match length 
% identity 
NCBI Description 



■68 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6. Oe- 
124 

95 . 

PROCOLLAGEN-LYSINE, 2-OXOGLUTARATE 5-DIOXYGENASE PRECURSOR 

(LYSYL HYDROXYLASE) >gi_420086_pir A38206 

procollagen-lysine 5-dioxygenase (EC 1.14.11.4) precursor 
human >gi_190074 (L06419) lysyl hydroxylase [Homo sapiens] 
>gi_4557837_ref_NP_000293. l_pPLOD_ procollagen-lysine 
5-dioxygenase; lysine hydroxylase; procollagen-lysine, 
2-oxoglutarate 5-dioxygenase; lysine, 2-oxoglutarate 
5-dioxygenase 

229761 

LIB3196-040-P1-M1-F10 

BLASTX 

gl724114 

305 

7.0e-28 

68 

85 

(U80041) AflO-protein [Avena fatua] 



229762 

LIB3196 

BLASTX 

g412640 

525 

1.0^-53 

117 

91 

(AB0117 
[Citrus 



-040-P1-M1-F12 



98) homolog to defender against apoptotic death 1 
unshiu] 



229763 

LIB3196-040-P1-M1-F2 

BLASTX 

gi362819 

211 

7.0e-17 

114 

40 

HPBRII-7 protein - human >gi_87 1299_emb_CAA4 7752_ (X67337) 
Human pre-mRNA cleavage factor I 68 kDa subunit [Homo 
sapiens] >gi_871301_emb_CAA47751_ {X67336) HPBRII-7 [Homo 
sapiens] 



229764 

LIB3196 

BLASTX 

gl36394 

678 

l.Oe-71 

136 

100 

type I 
type I 
Peptide 



■040-P1-M1-F4 



keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
keratin 16, K16 [human, epidermal keratinocytes, 
473 aa] [Homo sapiens] 



32951 



s t 





Sea No. 


229765 




Seq. ..ID 


LIB3196-040-P1-M1-F5 




Method 


BLASTX 




NCBI GI 


a3184184 




OXj/^O ± O W X 


54 4 




Hi V Ct X Lie 


7 . Oe-56 




M^^'hr'h 1 pnrri~h 


137 




^ xt^cii L. J. L. y 


80 




ix^ox L^c o ox X^ U X^^l i 


fARnn?l'^4^ a"i "rws v f" r vn*^ "i n — 1 "i Wp* "r>"rrt"t" f H omo Q^jr^-i one! 




Seer No 


229766 




Seq . ID 


LIB3196-040-P1-M1-F8 










NCBI GI 


al209756 




BLAST score 


498 




F. 1 ne 

111 V a X " 


1 Oe-50 




Match lenath 


126 




% irientitv 


79 


□ 


NCBI Descriotion 


/U43629^ intf=*crTal memhrane ■nm't"*^! n rRp1"^5 vn 1 rr^i r i ^ 1 








m 
„ - 


Sea. No. 


229767 


m 


Seq. ID 


LIB3196-040-P1-M1-F9 




Method 


BLASTX 




NCBI GI 


g72287 




BLAST score 


575 




E value - 


.l.Oe-59 


m 


Match length 


109 




% identity 


100 




NCBI Description 


beta-globulin A precursor (clone 94) - upland cotton 



(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229768 

LIB3196-040-P1-M1-G10 

BLASTX 

g586120 

231 

3.0e-19 

102 

49 

TRICHOHYALIN >gi_539701_pir_A45973 trichohyalin - human 
>gi_292836 (L09190) trichohyalin [Homo sapiens] 



229769 

LIB3196-040-P1-M1-G11 

BLASTX 

gll01029 

476 

5.0e-48 

110 

85 

(U30891) pyruvate carboxylase precursor [Homo sapiens] 
>gi_4505627_ref_NP_000911.1j)PC_ pyruvate carboxylase" 



Seq. No. 
Seq. ID 



229770 

LIB31 96-04 0-P1-M1-G2 



32952 



t 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122232 

178 

■5.0e-13 

99 

51 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>gi_1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi_4454008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 

229771 

LIB3196-040-P1-M1-G5 

BLASTX 

g544184 

646 

7.0e-68 

133 

81 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 
( DISPROPORTIONATING ENZYME ) ( D-ENZYME ). 

">gi_3227 85_pir ^A4 504 9 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48630_ (X68664) . 
4-alpha-glucanotrans'f erase [Solanum tuberosum] 

229772' 

LIB31 96-04 0-P1-M1-G7 

BLASTX 

g3115204 

149 

l.Oe-09 

82 

46 

{Y12059) strong homology to human RING3 sequence [Homo 
sapiens] 

229773 < 

LIB3196-040-P1-M1-G9 
BLASTX - 
g2118965 
631 

4.0e-66 

125 

32 

polyubiquitin - bovine (fragment) >gi_163573 (M62428) 
polyubiquitin" [Bos taurus] 

229774 

LIB3196-040-P1-M1-H1 

BLASTX 

g4455253 

389 

9.0e-38 

110 

64 

(AL035523) superoxide dismutase (EC 1.15.1.1) 



32953 




t 



(Fe) (fragment) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229775 

LIB3196-04 0-P1-M1-H10 

BLASTX 

gl26156 

428 

2.0e-42 

120 

71 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gjossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypiuni hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 



y 5 



i — c 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229776 

LIB31 96-04 0-P1-M1-H6 

BLASTX 

g3395938 

318 . ' 

2.0e-29 

107 

34 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

229777 

LIB3196-040-P1-M1-H7 

BLASTX 

g2791834 

407 

6.0e-50 

103 

99 

(AF0414 63) elongation factor 1-alpha [Manihot esculent a] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229778 

LIB3196-041-P1-M1-A10 

BLASTX 

g3874039 

211 

7.0e-17 

109 

37 

(Z75526) Weak similarity to Staphyloccus autolysin gene 
(TR:G765072) ; cDNA EST EMBL:M89336 comes from this gene; 
cDNA EST yk505dl2.3 comes from this gene [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229779 

■LIB3196-041-P1-M1-A5 
BLASTX " 
g4490331 
373 

7.0e-36 



32954 



Match length 97 

% identity 73 

NCBI Description (AL035656) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 229780 

Seq. ID LIB3196-041-P1-M1-A7 

Method BLASTX 

NCBI GI gl67367 

BLAST score 4 68 

E value 5 . Oe-47 

Match length 112 

% identity 82 

NCBI Description (L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
^Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229781 
LIB319 
BLASTX 
g29112 
289 

4.0e-2 
70 
83 

{AF047 
adult 



6-041-P1-M1-A8" 

47 

6 

863) PNS specific microtubule-associated protein tau, 
isoform [Homo sapiens] 



229782 

^'LIB3196-041-P1-M1-B12 
BLASTX 
g3914477 
317 

3.0e-29 

56 

100 

PROTEASE SERINE-LIKE 1 PRECURSOR (NORMAL EPITHELIAL 
CELL-SPECIFIC 1) >gi_1835925_bbs_178917 (S82666) serine 
protease homolog=NESl [human, mammary epithelial cells, 
76N, Peptide, 276 aa] [Homo^- sapiens] >gi_2558912 (AF024605) 
serine protease-like protease [Homo sapiens] '>gi_3065711 
CAF055481) normal epithelial cell-specific 1 [Homo sapiens] 
>gi_4506157_ref_NP_002767 . l__pPRSSLl_ protease, serine-like, 

229783 

LIB3196-041-P1-M1-B2 

BLASTX 

g2459421 

410 

3.0e-40 

110 

68 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

229784 

LIB3196-041-P1-M1-B3 ■ 

BLASTX ■ 

g2995990 

209 



32955 




t 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-17 
79 

"59 . 

(Af653746) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 

229785 

LIB3196-041-P1-M1-B4 

BLASTX 

g3044212 

134 

6.0e-13 

87 

48 

(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 
229786 

LIB3196-041-P1-M1-B7 

BLASTX 

g3127127 

424 

8.0e-42 

101 . 
88 

(AF061016) UDP-glucose dehydrogenase [Homo sapiens] 
>gi_3452405_emb_CAA07609_ (AJ007702) UDPglucose 
dehydrogenase [Homo sapiens] 

>gi_4507813_ref_NP_003350. l_pUGDH_ UDP-glucose 
dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229787 

LIB3196-041-P1-M1-C10 

BLASTX 

g2832661 

154 ' 

3.0e-16 

105 

46 

(AL021710) ' pherophorin^ 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229788 

LIB3196-041-P1-M1-C11 

BLASTX 

g2522230 

238 

4.0e-20 

125 

39 

(AB0074 67 ) retrotransposon-liJce gene; the first amino acid 
was determined to be leucine [Vicia faba] 

229789 

LIB3196-041-P1-M1-C5 

BLASTX 

g3452507 



32956 




BLAST score. 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



598 

3. 06-62 

132 

86 

(AJ010483) CtBPl protein [Mus musculus] 
229790 

LIB3196-041-P1-M1-C6 

BLASTX 

gl350762 

348 

2.0e-33 
68 

99- 

60S RIBOSOMAL PROTEIN L6 (TAX-RESPONSIVE ENHANCER ELEMENT 
BINDING PROTEIN 107) (TAXREB107) (NEOPLASM-RELATED PROTEIN 

C140) >gi_2136251_pir 151803 TAXREB107 - human 

>gi_433416_dbj_BAA04491_ (D17554) TAXREB107 [Homo sapiens] 

229791 

LIB3196-041-P1-M1-C7 

BLASTX 

g3738257 

448 

l.Oe-44 

94 

94 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra]- 

2-29792 

LIB31 96-04 1-P1-M1-C9 

BLASTX 

gl350681 

649 

3.0e-68 
130 

98 ■ 
60S RIBOSOMAL PROTEIN LI (L4) 



229793 
LIB319 
BLASTX 
g32275 
535 

6.0e-5 

105 

100 

ubiqui 
>gi_17 
sylves 



6-041-Pl-Ml-Dl 

0 

5 



tin / ribosomal protein CEP52 - wood tobacco 
0217 (M74100) ubiquitin fusion protein [Nicotiana 
tris] 



Seq.' No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



229794 

LIB3196-041-P1-M1-D10 

BLASTX 

^2443887 

490 



32957 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■• id'OTtity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ ' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E'value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



l.Oe-49 

120 

78 

(AC002294) Similar to transcription factor 

gb_Z4 6606_1658307 and others [Arabidopsis thalianaj 

229795 

LIB3196-041-P1-M1-D11 

BLASTX 

g2129604 

184 

l.Oe-13 
50 

76 ' 
GTP-binding protein 1 - Arabidopsis thaliana 

>gi_2129607_pir S71584 GTP-binding protein ATBGl - 

Arabidopsis thaliana >gi_1184981 (U46924) ATGBl 
[Arabidopsis thaliana] 

229796 

LIB3196-041-P1-M1-D12 

BLASTX 

gl40551 ' 

564 

3.0e-58 

124 

88 

HYPOTHETICAL 250 KD PROTEIN (ORE 2131) 

>gi 81505 pir'^ S01446 hypothetical protein 2131 - spinach 
chloroplast >gi_1224 6_emb_CAA3074 3_ (X07908) ORE 2131 (AA 
1-2131) [Spinacia oleracea] 

229797 

LIB3196-041-P1-M1-D3 

BLASTX 

g2660676 

155 

2.0e-10 

32 . 
91 

{AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
229798 

LIB3196-041-P1-M1-D5 

BLASTX 

gl25101 

175 

l.Oe-12 

38 

89 

KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) 

(CYTOSKELETAL 57 KD KERATIN) >gi_91010_pir A23518 keratin, 

57K type II cytoskeletal - mouse >gi_52785_emb__CAA27207_ 
(X03491) 57 kd keratin (aa 1-524) [Mus musculus]- 

229799 

LIB3196-041-P1-M1-D9 



32958 




t 



Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2317908 

471 

2.0e-47 

114 

41 

(U89959) Unknown protein [Arabidopsis thaliana] 
229800 

LIB31 96-04 1-Pl-Ml-ElO 

BLASTX 

gl350786 

298 

4.0e-27 

96 

64 

PUTATIVE 60S RIBOSOMAL PROTEIN >gi_285945_dbj_BAA034 94_ 
{D14660) KIAA00104 [Homo sapiens] >gi_3947438 (AC005034) 
ribosomal protein-like [Homo sapiens] 

229801 

LIB3196-041-P1-M1-E11 

BLASTX - 

g4467153 

524 

l.Oe-53 

118 

82 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



229802 

LIB31 96-04 1-P1-M1-E5 

BLASTX 

gl84226 

536 

6.0e-55- 

109 

49 

{M83205) HLF2 [Homo sapiens] 
229803 

LIB31 96-04 1-P1-M1-E9 

BLASTX 

g547753 

466 

5,0e-47 

98 

97 

KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) {CK4) 
229804 

LIB3196-041-P1-M1-F1 

BLASTX 

gl22085 

432 

6.0e-43 



32959 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
84 

HISTONE H3 >gi_8164 l_pir 806250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ {X13678) histone H3 {AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
{H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754__emb__CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene.: gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 . and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 

229805 

LIB3196-041-P1-M1-F4 

BLASTX 

gl652434 

303 

l.Oe-27 

126 

51 

(D90905) N-acetylglutamate kinase [Synechocystis sp.] 
229806 

LIB3196-041-P1-M1-G12 

BLASTX 

g2804273 

679 

9.0e-72 

131 

35 

{D8 9980) alpha actinin 4 [Homo sapiens] 
229807 

LIB3196-041-P1-M1-G2 

BLASTX 

g3127127 

190 

8.0e-15 

46 

83 

(AF061016) UDP-glucose dehydrogenase 
>gi_34524 05_emb_CAA07609 {AJ007702) 



[Homo sapiens] 
UDPglucose 



32960 



dehydrogenase [Homo sapiens] 

>gi_4 507813_ref_NP_003350. l_pUGDH_ UDP-glucose 
dehydrogenase 



Seq. No. 


229808 


^e>n TD" 


LIB31 96-04 1-P1-M1-G3 

XJXI-Ja^X^U v/^X tX IIX VJ>J 




BLASTX 


NCBI GI 


al67311 


O J— IxlO X O J_ c 


496 


R vfl 1 IIP 

Hi V CI _L Li. O 


2.0e-50 


Match length 


113 


% identity 


86 


NCBI Descriotion 


fM833011 2S albumin storaoe orotein FGoss voium hirsutuml 


Sea. No. 


229809 


Seq. ID 


LIB3196-041-P1-M1-G4 


Method 


BLASTX 


NCBI GI 


gll4549 


BLAST score 


491 


l—J V ^4 ^ U ^ 


1 . Oe-49 


M^ii"ph IPTirrt'h 


128 


% 1 dpnt 1 1" v 


81 


NPRT npcipy"! Tit "1 nn 


ATP SYNTH ASF, RRTA CHATM ^ MTTOrHONDRT AT. PRRPriRSOR 




>rri ^ Ofi9C\l r»"ir A33'^7n H+— r;=in cinnrl- i nrr ATP c-wnl- h;^ c-p ( RP 
^ y X xtju^vj/ ^xx -J f \J ill Lxctiio^UxLXiii^ ix oyiiLiicioC 




3-6 1 34^ beta chain Drppn'r'=?OT' - mi tophondri a 1 — huTnan 




>a\ 179PR1 7M?713?1 ATP svnthacifii hp-ha <?nhmTi1- nrpr-nrcinr 




[Homo sapiens] 


Sea No 


229810 


Seq. ID 


LTR3196-041 -PI -Ml -GS 

J_lXO<_'X^U U^X XX LiX \J ^ 


i J C L. 1 1 U 




NCBI GI 


al67367 




4 64 


R 1 n P 

Cj V Cl X LLC 


1 Op-46 


Match length 


120" 


% 1 dpnl" 1 1" V 

o X k^cii u X u _y 


7 6 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Sprr No 


229811 


Seq. ID 


T.TR31 96-041 - PI -Ml -G6 

XJ X LJ ^ J- ^ \J ^./^X XX LJX VJ \J 


Mp"t" h oH 


RT.ASTX 


NCBI GI 


a2765244 


RT.A9T ^nmr^ 


282 


R V A 1 n p 


3 . Oe-25 


Match length 


118 


% identity 


49 


NCBI Description 


(Y12807) invertase inhibitor homolog [Arabidopsis thalia: 


Seq. No. 


229812 


Seq. ID 


LIB3196-041-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


g266691 


BLAST score 


243 


E value 


8.0e-21 


Match length 


88 


% identity 


61 


NCBI Description 


OLEOSIN 16.4 KD >gi 167361 (L00934) 16.4 kDa oleosin 



32961 



t 



[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229813 

LIB3196-041-P1-M1-G8 - ^' ' 

BLASTX 

g3650032 

279 

7.0e-25 

60 

70 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

229814 

LIB3196-041-P1-M1-G9 

BLASTX 

g386850 

572 

3.0e-59 

115 

99 

(M19723) keratin K5 [Homo sapiens] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



229815 

LIB3196-041-P1-M1-H12 

BLASTX " 

g3337356 

364 

6.0e-35 " 

70 

97 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

229816 

LIB3196-041-P1-M1-H3 

BLASTX 

g544939 

465 

l.Oe-46 

131 

73 

(S68736) myosin heavy chain, MHC [rats, CC14-cirrhotic 
liver fat-storing cell line, Peptide, 882 aa] [Rattus sp.] 

229817 

LIB3196-041-P1-M1-H4 

BLASTX 

g3702327 

150 

9.0e-10 

92 

41 

(AC005397) unknown protein [Arabidopsis thaliana] 
229818 

LIB3196-041-P1-M1-H6 



32962 




t 



1=^ 
01 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4105683 

429 

2.0e-42 

119 

63 

(AF049892) 



unknown [Oryza sativa] >gi 4105692 (AF050155) 



embryo-specific protein [Oryza sativa subsp. indica] 
229819 

LIB31 96-04 1-P1-M1-H7 

BLASTX 

g3115374 

174 

9.0e-13 

90 

46 

(AF002016) acyl CoA oxidase homolog [Cucurbita sp.] 
229820 

LIB31 96-04 1-P1-M1-H9 

BLASTX 

gl694976 

352 ' ' 

2.0e-33 

99 

68' 

(Y09482) HMGl [Arabidopsis^.. thaliana] 

>gi_2832361_einb_CAA74402_ "(Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq.. ID 
Method 
NCBI GI 



229821 

LIB3196-042-P1-M1-A10 

BLASTX 

gll99772 

201 

9.0e-X6 

43 

84 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

229822 

LIB3196-042-P1-M1-A3 

BLASTX 

g3746652 

571 

4.0e-59 

127 

88 

(AF070523) JWA protein [Homo sapiens] 
229823 

LIB3196-042-P1-M1-A9 

BLASTX 

g3334138 



32963 




t 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



535 

6.0e-55 

119 

82 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 



y - 



O 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229824 

LIB3196-042-P1-M1-B11 

BLASTX 

gl37578 

396 

l.Oe-38 

108 

75 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



229825 

LIB3196-042-P1-M1-B3 

BLASTX 

g2498829 

134 

3.0e-12 

43 

88 

RETINA-SPECIFIC 15.7 
retina-specific 15 , 7 



KD PROTEIN >gi_2136811_pir 145978 

kDa protein - bovine >gi_163673 
(M34915) retina-specific 15.7 kDa protein [Bos taurus] 

>gi_356830_prf 1211339A protein, retina specific [Bos 

taurus] 

229826 .; 

LIB3196-042-P1-M1-B8 

BLASTX 

g2351035 • 

600 

2.0e-62 

126 

90 

{AB004930) Smad 3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229827 

LIB3196-042-P1-M1-C1 

BLASTX 

g2497367 

372 

4.0e-68 

127 

96 

HYPOTHETICAL PROTEIN KIAA0274 >gi_1665813_dbj_BAA13403_ 
(D87464) Similar to S.cerevisiae hypothetical protein N0330 
(S55864) [Homo sapiens] 



32964 




t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229828 

LIB31 96-04 2-P1-M1-C4 

BLASTX 

g3176726 

294 

l.Oe-26 

93 

60 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
^NCBI.GI 
BLAST score 
E value 
Match length 
% identity 



229829 

LIB31 96-04 2-P1-M1-C6 

BLASTX 

gl705678 

580 

3.0e-60 

120 

49 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

229830 

LIB31 96-04 2-P1-M1-C7 

BLASTX 

g2833388 

436 ■ • ' 

2.0e-43 

113 

75 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_629660_pir S43341 ADPglucose — starch 

glucosyltransf erase (EC 2.4.1.21) precursor - cassava 
>gi_437042_einb_CAA52273__ {X74160) starch (bacterial 
■glycogen) synthase '[Manihot esculenta] 

229831 

LIB3196-042-P1-M1-C8 

BLASTX 

g2648442 

179 

3.0e-13 

110 

21 

(AE000959) 
(cdc48-2) 



cell division control protein 48, AAA family 
[Archaeoglobus fulgidus] 



229832 

LIB3196-042-P1-M1-C9 

BLASTX 

g266690 

338 

7.0e-32 

94 

73 



32965 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 kDa oleosin 
[Gossypium hirsutum] >gi_167365 (L00936) 18.2 kDa oleosin 
[Gossypium hirsutum] 

229833 

LIB31 96-04 2-Pl-Ml-Dl 

BLASTX 

gl514614 

141 

2.0e-ll 

119 

40 

(X92842) nuclear protein [Mus musculus] 
229834 

LIB3196-042-P1-M1-D5 

BLASTX 

g339743 

200 

l.Oe-31 

71 

91 

(M55913) tumor necrosis factor-beta [Homo sapiens] 
>gi_4505031_ref_NP_000586. l_^pLTA_ lymphotoxin alpha 
(formerly tumor necrosis ■ factor beta) 

229835 

LIB3196-042-P1-M1-D8 

BLASTX 

g3901014 

234 

l.Oe-19 

55 

76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



229836 

LIB3196-042-P1-M1-E11- 

BLASTX " 

gl35858 

231 

2.0e-21 

88 

68 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_99760_pir S22201 tonoplast intrinsic protein alpha - 

Arabidopsis thaliana >gi_16182_emb_CAA4 5n-4_ (X63551) 
tonoplast intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
thaliana] >gi_166623 (M84343) tonoplast intrinsic protein 

[Arabidopsis thaliana] >gi_4 45128_prf 1908432A tonoplast 

intrinsic protein alpha [Arabidopsis thaliana] 

229837 

LIB3196-042-P1-M1-E6 

BLASTX 

gl707480 



32966 




t 



m 

m 

o 

e 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method. 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description^^ 



14 6 

3.0e-09 

71 

42 

(Y08614) CRMl [Homo sapiens] 
229838 

LIB3196-042-P1-M1-E7 

BLASTX 

g729887 

552 

4.0e-57 

121 

98 

TYROSINE-PROTEIN KINASE CSK (C-SRC KINASE) 

(PROTEIN-TYROSINE KINASE CYL) >gi_88519_pir JH0559 

protein-tyrosine kinase (EC 2.7.1.112) CSK - human 
>gi_30256_emb_CAA42556_ (X59932) c-src-kinase [Homo 
sapiens] >gi_30315_emb_CAA42713_ (X60114) put. cytoplasmic 
tyrosine kinase [Homo sapiens] 

229839 

LIB3196-042-P1-M1-F2 

BLASTX 

g852428 

473 

l.Oe-47 

101 

88 

(U09202) ornithine decarboxylase antizyme 



[Homo sapiens] 



229840 

LIB3196-042 

BLASTX 

g3877201 

323 

5.0e-30 

123 

48 

■CZ70780) 
yk465dl0 



-P1-M1-F5 



cDNA EST yk4 65dl0.3 comes froin this gene; cDNA EST 
5 comes from this gene; cDNA EST yk4 81d9.5 comes 



from this gene [Caenorhabditis elegans] 



Seq. No. 229841 

Seq, ID LIB3196-042-P1-M1-F7 

Method BLASTX 

NCBI GI gl304227 

BLAST score 4 05 

E value l.Oe-39 

Match length 88 

% identity 83 

NCBI Description (D63781) Epoxide hydrolase [Glycine max] 

>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

Seq. No. 229842 

Seq. ID LIB3196-042-P1-M1-G1 

32967 




t 



m 
o 

01 



Method 


BLASTX 


NCBI GI 


g996057 


BLAST score 


621 


R value 


6 Oe-65 


Match lenath 


125 


% identity 


96 


NCBT Descriotion 


(X90872^ associated to Golcri armaratus THomn sanipnc;! 


Seq. No. 


229843 


Seq. ID 


LIB3196-042-P1-M1-G2 


Method 


BLASTX 


NCBI GI 


g728831 


BLAST score 


139 


E value 


9.0e-18 


Match lenath 


172 


% identity 


15 


NCBI Description 


ALU SUBFAMILY J WARNING ENTRY ! ! ! ! 


Seq. No. 


229844 


Seq. ID 


LIB31 96-04 2-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


gl336807 


BLAST score 


310 


E value 


l.Oe-28 


Match length 


112 


% identitv 


56 ' 


NCBI Descriotion 


fS81193^ CEN=GTP-bindinCT nrotpin homoloa 




r Ant irrhinuin=snaDdraaons , Peotide. 181 aal fAntirrhinuml 




>ai 1587482 orf 2206476A CEN apnp f Ant irrhi niiTn 1 


Seq. No. 


229845 


Seq. ID 


LIB3196-042-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


g3024889 


BLAST score 


214 


E value 


2.0e-17 


Match length 


87 


% identitv 


4 9 


NCBI Descrintion 


HYPOTHETirAL PROTETN KTAAOPfifi (HAfillfi^ 




>ai 2564324 dbi BAA22957 fAB0066261 KTAA0288 fHomo 




saT) 1 PD *=; 1 

^ h' ^ 1 i>0 J 


Seq. No. 


229846 


Seq. ID 


LIB31 96-04 2-Pl-Ml-Hl 

^LJ ^ ^ \mf V ~ ^ 1*JU11^1X.>I» 


Method 


BLASTX 


NCBI GI 


g266691 


BLAST score 


265 


E value 


2. Oe-23 


Match length 


51 


% identitv 


100 


NCBI Description 


OLEOSIN 16.4 KD >gi_167361 (L00934) 16.4 kDa oleosin 




[Gossypium hirsutum] 


Seq. No. 


229847 


Seq. ID 


LIB3196-042-P1-M1-H10 


Method 


BLASTX 


NCBI GI 


g2749943 



32968 



BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity , 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



353*..' 

9.0e-34 

92 

66 

(U71244) pathogenesis-related group 5 protein [Brassica 
rapa] 

229848 

LIB3196-042-P1-M1-H3 

BLASTX 

g2959872 

176 

8.0e-27 

73 

88 

{AJ002308) synaptogyrin 2 [Homo sapiens] 
229849 

LIB3196-042-P1-M1-H7 

BLASTX 

g37848 

216 

2.0e-17 

65 ■ 
69 

(X16478) vimentin N-terminal fragment (AA 1-135) [Homo 
sapiens] 

229850 

LIB3196-043-P1-M1-A1 

BLASTX 

g2496887 

239 

4.0e-20 

100 

54 

HYPOTHETICAL 32.0 KD PROTEIN C0.9F5.2 IN CHROMOSOME III 
>gi_732538 (U22832) C09F^.2 gene 'product [Caenorhabditis 
elegans] 

229851 

LIB3196-043-P1-M1-A10 

BLASTX 

gl23644 

591 

2.0e-61 

131 

92 

HEAT SHOCK COGNATE 71 KD PROTEIN >gi_108737_pir S11456 

heat shock cognate protein, 79K - bovine 
>gi_428_emb_CAA37823_ (X53827) 7 9KDa heat shock cognate 
protein [Bos taurus] 

229852 

LIB3196-043-P1-M1-A2 

BLASTX 

g3738257 



32969 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



483 

9.0e-49 

100 

94 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



229853 

LIB3196-043-P1-M1-A4 

BLASTX 

g417031 

353 

2.0e-33 

70 

99 

INTERFERON-INDUCED GUANYLATE-BINDING PROTEIN 1 (GUANINE 

NUCLEOTIDE-BINDING PROTEIN 1) >gi_87609_pir ^A41268 guanine 

nucleotide-binding protein 1 - human >gi_183002 (M55542) 
guanylate binding protein isoform I [Homo sapiens] 
>gi_4503939_ref_NP_002044 . l_pGBPl_ guanylate binding 
protein 1, interferon-inducible, 67kD 

229854 .. ■ 

.LIB3196-04 3-P1-M1-A5 
BLASTX 

g225580 - . • 

568 

9.0e-59 

126 
88 

storage protein C72 [Saguinus oedipus] 
229855 

LIB3196-043-P1-M1-B10 

BLASTX 

gl732511 

360 ' 

2.0e-34 

95 

73 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 

229856 

LIB3196-043-P1-M1-B12 

BLASTX 

g2494238 

549 

2.0e-56 

130 

87 

PROBABLE PEROXISOMAL ENOYL-COA HYDRATASE 

>gi_2135896_pir 138882 peroxisomal enoyl-CoA 

hydratase-like protein - human >gi_564065 (U16660) 
peroxisomal enoyl-CoA hydratase-like protein [Homo sapiens] 
>gi_2623168 (AF030249) putative dienoyl-CoA isomerase [Homo 
sapiens] >gi_45034 47_ref_NP_001389 . l_pECHl_ enoyl Coenzyme 



32970 



A hydratase 1, peroxisomal 



Seq. No. 


229857 




Seq. ID 


LIB3196-043-P1- 


-M1-B2 














Dij/io 1 score 






T7 tr 3 1 1 1 o 


1 . Oe-51 




riaucn xenyuxi 








77 




MPRT Dfaer'T"'! n't" "i nn 


fX909901 stokl 


protein kinase [Solanum tuberosum] 


Seq . No . 


229858 




Seq. ID 


LIB3196-043-P1- 


-M1-B8 


Method 


BLASTX 




NCBI GI 


g3281851 




BLAST score 


92 




E value 


l.Oe-09 




Match length 


49 




% identity 


82 




NCBI Description 


(AL031004) RNA 


lariat debranching enzyme - like p 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229859 

LIB3196-043-P1-M1-B9 

BLASTX 

g683553 

247 

4.0e-21 

112 

50 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



229860 

LIB3196-04 3-P1-M1-C1 

BLASTX 

g2308997 

224 

l.Oe-18 

44 

100 

(AB004066) DECl [Homo sapiens] 
>gi_4503299_ref_NP_003661 . l_pDECl_ 
Chondrocyte expressed gene 



differentiated Embryo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22 9861 

LIB3196-04 3-P1-M1-C3 

BLASTX 

g539602 

691 

4.0e-73 

136 

99 

glycine hydroxymethyltransf erase (EC 2.1.2.1) precursor, 
mitochondrial - human (fragment) >gi_703093 (L11932) serine 
hydroxymethyltransf erase [Homo sapiens] 



32971 



Seq. No. 


229862 


Seq. ID 


LIB3196-043-P1-M1-C4 


Method 


BLASTX 


NCBI GI 


□2780365 




157 


R T7S 1 IIP 
Hi V CI X UC 


1 . Oe-10 


Mat"ch lenath 


58 


% "i rfpntitv 


55 


NPRT Description 


(AB007693) Elonain C FDrosoohila melanoaasterl 


Seq. No. 


229863 


Seq. ID 


LIB31 96-04 3-P1-M1-C6 


Method 


BLASTX 


NCBI GI 


g2507222 


BLAST score 


403 


E value 


2.0e-39 


M;=5tph Ipncrth 


113 


% i Hpri't" 1 1 V 


64 


NCBI Description 


KINASE ASSOCIATED PROTEIN PHOSPHATASE >gi 1709236 (U09i 




kinase associateH nrotpin Dhosohat p5sp f AtaV^i Hnns i s 




thsl 1 Pinal 

I— 1 X CI X X d 1 1 d J 


Sea. No 


229864 


Seq. ID 


LIB31 96-04 3-P1-M1-C7 - 


Method 


BLASTX - . 


NCBI GI 


a3851697 


BLAST score 


448 


F. 17 1 np 


l.Oe-4 4 


Mstch Ipncrth 


100 




83 


NPRT Dp cicr 1 nl" 1 nn 


fAFinn?n41 nn'hp^'hi vp phpTnok"inp TPCPTrhor* fMpir'pr';^ inn 1 "h 1" ;^ 
V n.L. J. \j \j \j *t f ^UL.dL.xvc K^i iCiiL\j A.xiic xc^c^uvjx L t -idOd wd iLiLiXd L. d 


Sea No 


229865 


Seq. ID 


LIB3196-043-P1-M1-D1 


Method 


BLASTX 


NCBI GI 


a4490295 


RT.A9T scnrp 

OXjr\t^ 1, O^^XC 


158 


F" TT-p T n P 

xU V d X Lie 


1. Oe-10 


Mp5"t"ph 1 pnrrthi 


128 


Sj iHpntitv 

V X 1 1 L> -1- ^ y 


29 


NCBI DescriDtion 


/AT,n'^Sfi7fi ^ hvDothiPt" icaI nrn'hpin rAr^iV^i Hons is 'hh;^li;;^n;5l 
\Ci.±A\j ^ ■•J \j ' u / I i_y ^ w i. L. X ^d X ^x^ucxii [_ ^^x djtj X uu^y o X o uiidxxdiidj 


Seq. No. 


229866 


Seq. ID 


LIB3196-043-P1-M1-D5 


Method 


BLASTX 


NCBI GI 


g4455323 


BLAST score 


521 


E valtip 


3 Oe-53 


M^i'hr^h 1 pnrf1~h 


X ^ <J 


% identity 


82 


NCBI Description 


(AL035525) aminopeptidase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


229867 


Seq. ID 


LIB3196-043-P1-M1-D6 


Method 


BLASTX 



32972 



NCBI GI 

BLAST score 

E value 

M.atch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g965470 
658 

3.0e-69 
134 

98,, 

{L37033) FK-506 binding protein homologue [Homo sapiens] 
>gi_3395419 (AC005387) FK-506 binding protein homologue 
[Homo sapiens] 

229868 

LIB3196-043-P1-M1-D8 

BLASTX 

g3915742 

597 

4.0e-62 

124 

91 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi_167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi_444320_prf 1906369A legumin A:ISOTYPE=D alloallele 

[Gossypium hirsutum] 

229869 

LIB3196-043-P1-M1-D9 

BLASTX 

gl06322 

120 

7.0e-10 

113 

42 

hypothetical protein (LIH 3* region) - human 
229870 

LIB3196-043-P1-M1-E10 

BLASTX 

g2982268 

399 

5.0e-39 
87 

'90 

{AFG51217) probable 40S ribosomal protein S15 [Picea 
mariana] 

229871 

LIB3196-043-P1-M1-E2 

BLASTX 

g2289003 

466 

8.0e-47 

127 

73 

{AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



229872 

LIB3196-043-P1-M1-E6 
BLASTX 



32973 




t 



u 
pi 

m 



NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl29356 
228 

2.0e-19 
47 

94 . ■ 

P3 PROTEIN >gi_87501_pir S01696 gene P3 protein - human 

>gi_35188_emb_CAA30998_ (X12458) P3 protein (AA 1-1382) 
[Homo sapiens] >gi_1203976 (L44140) P3 gene product [Homo 
sapiens] 



229873 

LIB31 96-04 3-P1-M1-E7 

BLASTX 

gl399325 

627 

l.Oe-65 

131 

89 

(U41832) MHC class I 



antigen Mamu A*07 [Macaca mulatta] 



229874 

LIB3196-043-P1-M1-E8 

BLASTX 

g2736151 

255 

5.0e-22 

131 

38 

(AF021935) mytonic dystrophy kinase-related Cdc42-binding 
kinase [Rattus norvegicus] 

229875 

LIB3196-043-P1-M1-E9 

BLASTX 

g417103 

533 

l.Oe-54 

107 

100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA42958_ (X60429) 
histone H3.3 like protein TArabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 {U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA5844 5_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ {AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1_ 



32974 



■(ALa35708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


229,876 


Seq. ID 


LIB3196-043-P1-M1-F2 


Mp1"hod. 


BLASTX 


NCBI GI 


a4567253 




166 


K value 


1 . Oe-11 


M^^'l"ph 1pnrft"h 


67 




54 


NCBI Description 


(AC007070) putative serpin protein [Arabidopsis thaliana] 


Seq. No. 


229877 


Seq. ID 


LIB3196-043-P1-M1-F7 


Method- 


BLASTX 


NCBI GI 


g3786016 


BLAST score 


431 


F. Vri 1 UP 


1 . Oe-42 


Match length 


95 


% 1 dpnt" i i" V 


79 


NPR7 Dp 1 nt 1 on 


/ACnnS4QQ^ nnt^ritivp p1 oncTr^t i on "fp^ptoT T Airahidons is 




■f- hp 1 "i P5n;5 1 


Seq. No. . 


229878 


Seq. ' ID 


LIB3196-043-P1-M1-F8 


Met" hod 


BLASTX 


NPRI GI 


a4033735 




693 


R va 1 np 


2 . Oe-73 


M;^1~ph lpnrr1"h 


133 


% 1 Hpn't' "i 1" v 


98 


NCBI Description 


{AF054284) spliceosomal protein SAP 155 [Homo sapiens] 


Seq. No. 


229879 


Seq. ID 


LIB3196-043-P1-M1-F9 


Met hod 


BLASTX 


NCBI GT 


a2213610 


LJ -i— Jxl L_/ ± O V>r J- W 


216 


R 1 i]p 


2.0e-17 


MAi~p}i lpnrTl"h 


111 


% "1 Hpn1~ 1 i~ V 


41 


NCBI Description 


(AC000103) F21J9.4 [Arabidopsis thaliana] 


Sea No 


229880 

4^ ^ ^ \j \j \y 


Seq. ID 


LIB3196-043-P1-M1-G1 


Method 


BLASTX 


NCBI GI 


g2493319 


BLAST score 


380 


E value 


l.Oe-36 


Match length 


94 


% identity 


70 


^NCBI Description 


MAVICYANIN >gi_1836088_bbs_17924 9 mavicyanin=12 . 752 kda 




small blue copper-containing stellacyanin-like 




glycoprotein/type I cupredoxin * [Cucurbita pepo=green 




zucchini, peelings, Peptide, 108 aa] 



Seq. No. 229881 



32975 



t 



13 



I 



1^! 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-043-P1-M1-G11 

BLASTX 

g2864615 

595 

6.0e-62 

125 

92 

(AL021811) putative protein [Arabidopsis thaliana] 



229882 

LIB3196-04 3-P1-M1-G12 

BLASTX 

g88044 

395 

l.Oe-38 

108 

77 

keratin 4 , type II , cytoskeletal 
>gi_34 073_emb_CAA30534_ (X07695) 
[Homo sapiens] 



- human (fragment) 
cytokeratin 4 (408 AA) 



229883 

LIB3196-04 3-P1-M1-G2 

ELASTX 

gl346347 

650 

2.0e-68 

132 

99 

KERATIN, TYPE II CYTOSKELETAL 6D (CYTOKERATIN 60) (CK 6D) 

(K6D KERATIN) >gi_2119225_pir 161769 keratin type II - 

human (fragment) >gi_914833 (L42610) keratin type II [Homo 
sapiens] 



Seq. No. 


229884 


Seq. ID 


LIB3196-04 3-P1-M1-G5 


Method 


BLASTX 


NCBI GI 


"g2431771 ■ 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


42 


% identity 


71 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays] 


Seq. No. 


229885 


Seq. ID 


LIB3196-043-P1-M1-G8 


Method 


BLASTX ■ 


-NCBI GI 


g3249066 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


127 


% identity 


46 


NCBI Description 


(AC004473) Similar to S. cerevisiae SIKIP protein 




gb_984964. ESTs gb_F15433 and gb_AA395158 come f; 




gene*". [Arabidopsis thaliana] 


Seq. No. 


229886 



32976 



y 3 



o 
Q 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E— value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



t 



LIB3196-04.3 
BLASTX 
g2997591 
522 

2.0e-53 

104 

95 

(AF020814 
precursor 



■Pl-Ml-HlO 



glucose- 6-phosphate/phosphate-translocat or 
[Pisum sativum] 



229887 

LIB31 96-04 3-P1-M1-H4 

BLASTX 

g24355i4 

325 

3.0e-30 

108 

64 

(AF024504) Similar to serine/threonine protein kinase; 
coded for by A. thaliana cDNA T20930; coded for by A. 
thaliana cDNA T43472 [Arabidopsis thaliana] 



229888 

LIB3196-043-P1-M1-H9 

BLASTX . 

g266691 

150 

4.0e-10 

65 

49 

OLEOSIN 16.4' KD >gi_167361 (L00934) 
[Gossypiiim hirsutum] 



16.4 kDa oleosin 



229889 

LIB3196-044-P1-M1-A3 

BLASTX 

g3342571 

140 

l.Oe-08 

48 

62 

(AF078817) high mobility group protein [Nannospalax 
ehrenbergi] 

229890 

LIB3196-04 4-P1-M1-B2 
BLASTX e. - ■ 

g416662 
467 

6.0e-47 

120 
68 

21 KD SEED PROTEIN PRECURSOR >gi_99954_pir S16252 trypsin 

inhibitor homolog - soybean >gi_21909_emb_CAA398.60__ 
(X56509) 21 kDa seed protein [Theobroma cacao] 



Seq. No, 



229891 



32977 



s 



% 



p 

m 



n 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length • 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3196-04 4-P1-M1-B3 

BLASTX 

g3080426 

400 

4.0e-39 

113 

66 

(AL022604) putative protein [Arabidopsis thaliana] 
229892 

LIB3196-04 4-P1-M1-B7 

BLASTX 

gll99772 

257 

3.0e-22 

100 

59 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

229893 

LIB3196-04 4-P1-M1-C1 

BLASTX 

g4008159 

440 

8,0e-44 

115 

72 

(AB015601) DnaJ homolog [Salix gilgiana] 
229894 

LIB3196-04 4-P1-M1-C11 

BLASTX 

gl061040 

293 . . 

l.Oe-26 - 
89 
60 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

229895 

LIB3196-044-P1-M1-C12 
BLASTX 

gl00196 c " 

4 62 

2.0e-46 

109 

80 

chlorophyll a/b-binding protein 
229896 

LIB3196-044-P1-M1-C7 
BLASTX 
g82035 



(cab-11) - tomato 



32978 




t 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227 ' 
6.0e-19 ^ 
107 
35 

ricin E- castor bean (fragment) >gi_169715 (M17631) ricin 

E beta chain [Ricinus communis] >gi_225896_prf 1402359A 

ricin E [Ricinus communis] 

229897 

LIB3196-04 4-P1-M1-D11 

BLASTX 

g2662341 

650 

2.0e-68 

124 

100 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_266234 5_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



O 



y 3 



Seq. No. 
Seq. ID 
Method 

NCBI GI ^ - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229898 

LIB31 96-04 4-P1-M1-D3 
BLASTX 

g2498323 - " 

388 

l.Oe-37 

93 

81 

EXTRACELLULAR MATRIX PROTEIN 1 PRECURSOR (SECRETORY 
COMPONENT P85) >gi_1488324 (U65932) extracellular matrix 
protein 1 [Homo sapiens] >gi_1488332 (U65938) extracellular 
matrix protein 1 [Homo sapiens] >gi_2654433 (U68186) 
extracellular matrix protein 1 [Homo sapiens] 



Q 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229899 

LIB3196-04 4-P1-M1-D4 

BLASTX 

gl513059 

275 

2.0e-24 

68 

75 

(D87258) serin protease with IGF-binding motif [Homo 
sapiens] >gi_1621244_emb_CAA6922 6_ (Y07921) novel serine 
protease, PRSSll [Homo sapiens] 

>gi_4506141_ref__NP__002766.1_pPRSSll_' protease, serine, 11 
(IGF binding) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



229900 

LIB3196-04 4-P1-M1-D6 

BLASTX 

gl25077 

496 

3.0e-50 

128 

81 



32979 



t 



NCBI Description 



5 



LJ 



m 



KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKEE^TIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long, form - human >gi_34033_emb_CAA32786_ (X14640) keratin 
13 [Homo sapiens] 



OC^ • LNVJ • 


^ £. ^ J \J ±. 


Oian TD 
oeq • ±u 






BLASTX 


LN D J. OX 






^ ^ X 


F vfl 1 IIP 

Cj V O J- U w 


2 . Oe-26 




104 


% identity 


55 


NCBI Description 


(AC005395) putative oleosin p 


dorr Mn 


229902 


^f^n TD 


I.TR"^! Q 6-04 4 -PI -M1 -Ffi 

XiXO>JXi7U \J ^ ^ C^X Li X Cj\J 


1 J C U 1 1 w 


BLASTX 


IN ^ D X o X 






^ ^ ^ 


F ir^ 1 np 

Hi V CI -L Lie 


2 . Oe-31 




X X w 


% identity 


66 


NCBI Description 


(AJ011303) pepc2 [Vicia faba] 


Seq. No, 


229903 


Seq. ID 


LIB3196-04 4-P1-M1-F10 


Method 


BLASTX 


NCBI GI 


gl363944 


BLAST score 


385 


E value 


3.0e-37 


Match length 


80 


% identity 


96 


NCBI Description 


type I keratin 16 - human >gi 



Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



type I keratin 16, K16 [human, epidermal keratinocytes. 
Peptide, 473 aa] [Homo sapiens] 

229904 

LIB3196-044-P1-M1-F12 

BLASTX 

gll6850 

548 

2.0e-56 

108 

98 

COFILIN, NON-MUSCLE ISQFORM >gi_89176_pir A29240 cofilin 

pig >gi_164425 (M20866) cofilin [Sus scrofa] 

229905 

LIB3196-044-P1-M1-F3 

BLASTX 

g2131161 

158 

l.Oe-10 

60 

52 

4-nitrophenylphosphatase (EC 3.1.3.41) - yeast 



32980 



t 



( Saccharomyces cerevi siae ) >gi_l 43140 0_einb_CAA9 8 8 1 6_ 
(Z74284-) ORF YDL236w [Saccharomyces cerevisiae] 



Seq. No. 


229906 


Seq. ID 


LIB3196-044-P1-M1-F9 


Lie L.X1^U 


BLASTX ' 




al707017 


BLAST scors 


275 


Hi vox Lie 


2 . Oe-24 




65 


% "i Hpntitv 


80 


NPRT DP'^r'TiDt ion 

LN^h^OX L/eO^XX^l--LV^ii 


(U78721) RNA helicase 


Seq. No. 


229907 


Seq. ID 


LIB3196-044-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


gl33041 


BLAST score 


614 


E value 


4 .Oe-64 


Match length 


128 


% identity 


95 


NCBI Description 


60S ACIDIC RIBOSOMAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_71137_pir R5HUP0 acidic ribosomal protein PO - hiaman ^ 

>gi_190232 (M17885) acidic ribosomal phosphoprotein (PO) 
[Homo sapiens] >gi_2935618_gb_AAC0517 6_ (AC004263) 60S 
ACIDIC RIBOSOMAL PROTEIN; match to P05388 (PID: gl33041 ) 
[Homo sapiens] >gi_4506667_ref_NP_000993 . l_pRPLPO_ 
ribosomal protein, large, PO 

229908 

LIB3196-044-P1-M1-G4 

BLASTX 

g662366 

341 

4.0e-32 

107 

58 

(L39786) conglutin gamma [Lupinus angustif dlius] 
>gi_666056_emb_CAA4 6552_ (X65601) conglutin gamma [Lupinus 
angustif olius ], 

229909 

LIB31 96-044 -P1-M1-G5 

BLASTX 

gl31805 

577 

8.0e-60 

116 

97 

RAS-RELATED PROTEIN RAB-llA (RAB-11) (24KG) (YL8) 

>gi_108105_pir E36364 GTP-binding protein Rabll - dog 

>gi_111292_pir JN0056 GTP-binding protein rabll - rat 

>gi_631186_pir S47169 GTP-binding protein Rabll - human 

>gi_917_emb_CAA39799_ (X56388) rabll [Canis familiaris] 
>gi_35889_emb_CAA37300_ (X53143) ras-like . protein (AA 
1-216) [Homo sapiens] >gi_206567 (M75153) ras p21-like 
small GTP-binding protein [Rattus norvegicus] >gi_310067 



32981 




(L19260) tubulovesicle-associated protein [Oryctolagus 
cuniculus] >gi_505541_einb_CAA40064_ {X56740) H rabll small 
GTP binding protein [Homo sapiens] >gi_2149975 (AF000231) 

rablla [Homo sapiens] >gi_1089909_prf 2018147A GTP-binding 

protein rabll [Oryctolagus cuniculus] 





Sea No 


229910 




Seq. ID 


LIB3196-04 4-P1-M1-G6 




Method 


BLASTX 




NCBI GI 


g407308 




BLAST score 


452 




E value 


2.0e-45 




Match length 


95 




% identity 


92 




NCBI Description 


(U02493) 54 kDa protein [Homo sapiens] 






>gi 2808511 emb CAA72157 (Y11289) p54nrb [Homo sapiens 




Spa No 


229911 




Seq. ID 


LIB3196-044-P1-M1-G7 




Method 


BLASTX 




NCBI GI 


0505133 




BLAST score 


341 




E valup 

V ^ \X 


'3 Oe-32 


D 


Match length 


118 . ' . 




% identity 


66 : 


m 


NCBI Descriotion 


(D28557) RYB-a TRattus norveaicusl 


m 


Spa Nn 


229912 


i=pa 


Seq. ID 


LIB3196-04 4-pi-Ml-G8 


E ^ J 


Mp-t- V|r>rf 


BLASTX 


M: 


NCRT 

LH\^lD J. \J J. 






BLAST score 


469 


01 


E value 


3.0e-47 




Match lenath 


117 




% identity 


74 


Q 


NCBI Description 


(U418Z9) MHC class I antigen M,amu B*07 [Macaca mulatta] 




Seq. No. 


229913 




Seq. ID 


LIB3196-04i!-Pl-Ml-G9 




Method 


BLASTX 


fl 


NCBI GI 


al37578 




BLAST score 


513 




F. v;=i 1 n p 


2 Oe-52 




Match length 


118 




% ■iHp'n1~'i'l~\/ 

O -L ^.^Cl 1 L. J- L. y 


87 




NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) {CLONE GC72-A) 






>gi_81545_pir S06398 alpha-globulin type A precursor - 






upland cotton >gi 167371 (M1937.8) vicilin precursor 






[Gossypium hirsutum] >gi 207906 (M18027) alpha globulin 






[Artificial gene] >gi_226119__prf 1410330A vicilin gene 






[Saguinus oedipus] 




Seq. No. 


229914 




Seq. ID 


LIB3196-044-P1-M1-H3 




Method 


BLASTX 




NCBI GI 


g3123274 




BLAST score 


333 



32982 




t 



E value 
Match length 
% identity 
NCBI Description 



3.0e-31 

90 ' • 

73 

60S RIBOSOMAL PROTEIN L32 (RP49) >gi_1928968 (U92431) 
ribosomal protein 4 9 [Drosophila melanogaster] 
>gi_2739301_emb_CAA74278_ (Y13939) ribosomal protein 4 9 
[Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229915 

LIB3196-044-P1-M1-H9 

BLASTX 

g3421090 

141 

9.0e-09 

31 

87 

(AF043525) 
thaliana] 



20S proteasome subunit PAE2 [Arabidopsis 



o 

01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229916 

LIB3196-045-P1-M1-A1 

BLASTX 

g4105275 

230 

4.0e-19 - 
52 

83 . 

(AF044671) MM46 [Homo sapiens] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229917 

LIB3196-045-P1-M1-A11 

BLASTX 

g2497542 

230 

5.0e-22 

88 

65 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G PRECURSOR 

>gi_629696_pir S44287 pyruvate Icinase,. plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374)' Pyruvate Icinase 
plastid isozyme [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229918 

LIB3196-045-P1-M1-A6 

BLASTX 

g3746069 

147 

2.0e-09 

100 

34 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229919 

LIB3196-045-P1-M1-A8 

BLASTX 

g3882267 



32983 




t 



BLAST score 

E' value * " . 

Match length 

%* identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



281 

5.0e-25 

105 

60 

(AB018316) KIAA0773 protein [Homo sapiens] 
229920 

LIB3196-045-P1-M1-B4 

BLASTX 

g2623158 

614 

3.0e-64 

121 

93 

(AF030177) N-acetylglucosaminyl transferase component Gpil 
[Homo sapiens] >gi_2911142_dbj_BAA24 948_ {AB003723) GPIl 
[Homo sapiens] 

229921 

LIB3196-04 5-P1-M1-B5 

BLASTX 

gl37578 

482 

l.Oe-48 

118 

82 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 {M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 


229922 


Seq. ID 


LIB3196-045-P1-M1-B9 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


448 


E value 


l.Oe-44 


Match length 


94 


% identity 


93 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


Seq. No. 


229923 


Seq. ID 


LIB3196-045-P1-M1-C10 


Method 


BLASTX 


NCBI GI 


gl37479 


BLAST score 


415 


E value 


8.0e-41 


Match length 


89 


% identity 


98 


NCBI Description 


VACUOLAR ATP SYNTHASE 



(S22) 



>gi_107394_pir A39367 H+-transporting ATPase (EC 3.6.1.35) 

chain PKDl - human >gi_189676 (M62762) vacuolar H+ ATPase 
proton channel subunit [Homo sapiens] 
>gi_4502313_ref_NP_001685. l_pATP6C_ ATPase, H+ 
transporting, lysosomal (vacuolar proton pump) 16kD 



32984 



t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



229924 

•LIB3196-04 5-P1-M1-C11 

BLASTX 

g2981631 

210 

6.0e-17 

100 

47 

(AB012223) 0RF2 [Canis familiaris] 
229925 

LIB3196-04 5-P1-M1-C2 

BLASTX 

gl25105 

633 

2.0e-66 

127 

98 

KERATIN, TYPE II CYTOSKELETAL 5 (CYTOKERATIN 5) (K5) {CK 5) 

(58 KD CYTOKERATIN) >gi_88051_pir ^A29904 keratin K5, 58K 

type II, epidermal (version 1) - human >gi_307082 (M21389) 
keratin type II [Homo sapiens 1 
>gi_4557890 ref_NP_000415 . l_pKRT5_ keratin 



tssr 


Seq. No. 


229926 




Seq. ID 


LIB3196-045-P1-M1-C3 




Method 


BLASTX 


2 


. NCBI GI 


g4314361 




BLAST score 


216 


O 


E value 


2.0e-17 




Match length 


44 


m 


% identity 


95 




NCBI Description 


(AC006340) unknown protein [Arabidopsis thaliana] 




Seq. No. 


229927 




Seq, ID 


LIB3196-04 5-P1-M1-C4 




Method 


BLASTX 


Q 


NCBI GI 


gl26156 


Q 


BLAST score 


400 


0 


E value 


4.0e-39 




Match length 


117 




% identity 


68 




NCBI Description 


LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 



>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutiom] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 13064 12C storage 

protein C134 [Saguinus oedipus] 



Seq. No. 229928 

Seq. ID - LIB3196-045-P1-M1-C5 

Method BLASTX 

NCBI GI gl37578., 

BLAST score 4 08 

E value 5.0e-40 

Match length 122 



32985 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No-. 
Seq. ID 
Method 
NCBI GI 



72 

VICILIN PRECURSOR (ALPHA- GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton ■>gi_167371 (M19378) vicilin precursor ' 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229929 

LIB3196-04 5-P1-M1-C8 

BLASTX 

g4325354 

259 

2.0e-25 

102 

56 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E=0.051, E= 1) [Arabidopsis thaliana] 

229930 

LIB3196-04 5-P1-M1-C9 

BLASTX 

g4457221 

324 

3.0e-30 

82 

78 

{AF1277 97)' putative bZIP DNA-binding protein [Capsicum 
chinense] 

229931 

LIB3196-045-P1-M1-D1 

BLASTX 

g2961372 

503 

4.0e-51 

99 

93 

(AL0221.41) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

229932 

LIB31 96-04 5-P1-M1-D3 

BLASTX 

g22744& 

643 

l.Oe-67 

125 

64 

phosphof ructokinase [Homo sapiens] 
229933 

LIB3196-045-P1-M1-D5 

BLASTX 

g547753 



32986 
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IT tra 1 n 
d V d J. LlKs 


^ • 4 o 




-7 J 


9t ■iH<an+""it"\/ 
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r<tLiSJ\L X LN / i I CSti XX w X 1 UOiAiiiXiCj iriXi ri ^ ^ 1 i \J}\iLit\£\L XLN flj 


O • Vi\J » 


^ ^ ^ ^ J 'i 


Seq. ID 


LIB3196-04 5-P1-M1-D7 


Method 


BLASTX 


NCBI GI 


g3641870 




J \j ^ 


Hj VaXUc 






X X u 




fin 




^ raU \J X X U X O / iiy^^l.IiCL.X(^clX ^X^L.t:?XIi |_^XOtSX CLXXCL.XI1U.XLLJ 


kJ C ■ LN W • 


229935 


Seq. ID 


LIB3196-045-P1-M1-D9 


J. L. 1 1^^^ 


BLASTX 


NCBI GI 


g4191793 


BLAST score 


406 


JLr V dX U.C 






1 1 Q 

X X ^ 




/X . ^ . 


IN^DX JJtrooX x_p uxon 


^rlV_»UUj;7X / ; f->UL.ciUX Vc ZXnC' XXnycx pxOL.cXn |^i-iXa.XjXQ.OpSXS 




l_naXXa.naJ » , 


O C v.^ • IN VJ • 


229936 

^ ^ ^ ^ J u 


OC(-j . X u 


XiXDOX-30 VJfiO irX rJX JIX 


Method 


BLASTX 


NCBI GI 


gll3950 


BLAST score 


557 


E value 


2.0e-57 


Match length 


112 


% identity 


59 


NCBI Description 


ANNEXIN II (LIPOCORTIN II) (CALPACTIN I HEAVY CHAIN) 



(CK4) 



(CHROMOBINDIN 8). (P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 

PROTEIN IV) (PAP-IV) >gi_71761_pir LUHU36 annexin II - 

human >gi_2'19910_dbj_BAA00013_ (D00017) lipocortin II [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229937 

LIB3196-045-P1-M1-E2 

BLASTX 

gll74448 

385 

2.0e-37 

119 ^ 
61 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



229938 

LIB3196-04 5-P1-M1-E7 
BLASTX 



32987 



% 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2914700 

315: 

3.0e-29 

97 

68 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



229939 

LIB3196-045-P1-M1-F1 

BLASTX 

g207905 

522 

2.0e-53 

121 

88 

(M18027) alpha globulin B [Artificial gene] 
229940 

LIB3196-045-P1-M1-F10 

BLASTX 

gl362600 

192 

l.Oe-14 

90 

44 

anillin - fruit fly (Drosophila melanogaster ) 
229941 

LIB3196-045-P1-M1-F11 

BLASTX 

gl429226 

163 

2.0e-ll 

32 

91 

(X98861) TFIIA [Arabidopsis thaliana] 
229942 

LIB31 96-04 5-P1-M1-F3 

BLASTX 

gll70567 

369 

l.Oe-35 

74 

88 

MYO-INOS I TOL-1- PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir SS2648' INOI protein - Citrus paradisi 

>gi_602565_emb_CAA83565_ (Z32632) INOI [Citrus x paradisi] 

229943 

LIB3196-045-P1-M1-F4 

BLASTX 

g,232081 

572 

3.0e-59 
114 



32988 



y s 

o 

01 



t 



% identity 

NCBI Description 



96 

FATTY ACID-BINDING PROTEIN, EPIDERMAL (E-FABP) 
(PSORIASIS-ASSOCIATED FATTY ACID-BINDING--PROTEIN ' HOMOLOG) 

(PA-FABP) >gi_2119438_pir 156326 fatty acid binding 

protein ■ homologue - human >gi_182354 (M94856) fatty acid 
binding protein homologue [Homo sapiens] 
>gi_4557581_ref_NP_001435. l_pFABP5_ fatty acid binding 
protein 5, psoriasis-associated 



oeq . lno . 


^ ^ -7 -7 *i 1 


^f^n TD 


LIB3196-045-P1-M1-F6 


Ma*!" H 




NCBI GI 


g3868758 


BLAST score 


431 


E value 


9.0e-4a 


Match length 


106 


% identity 


75 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


229945 


Seq. ID 


LIB3196-04 5-P1-M1-F9 


Method 


BLASTX 


NCBI GI 


g461776 


BLAST score ' 


319 


E value 


l.Oe-29 


Match length 


54 


% identity 


100 


NCBI Description 


CORNIFIN (SMALL PROLINE-RICH PROTEIN I) (SPR-I)' (SMALL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROLINE-RICH SQUAMOUS CELL MARKER) >gi_251369_bbs_108 67 9 
(S40060) sprl=small proline rich squamous cell marker 
[Rhesus monkeys, tracheobronchial epithelium. Peptide, 89 
aa] [Rhesus monkeys] >gi_342297 (M83999) small proline-rich 
protein [Macaca mulatta] 

229946 

LIB3196-04 5-P1-M1-G1 

BLASTX. 

gl346349 

544 

5.0e-56 . 

Ill 

100 

KERATIN, TYPE 
(K6F KERATIN) 



II CYTOSKELETAL 
>gi_2119219_pir 



6F (CYTOKERATIN 6F) (CK 6F) 
_I61771 keratin type II - 



human >gi_908805 (L42612) keratin type II [Homo sapiens] 



Seq. No. 229947 

Seq. ID LIB3196- 

Method BLASTX 

NCBI GI gll6850 

BLAST score 400 

E value 2.0e-39 

Match length 89 

% identity 88 

NCBI Description COFILIN, 
pig >gi_ 



045-P1-M1-G12 



NON-MUSCLE ISOFORM >gi_89176_pir A29240 cofilin 

164425 (M20866) cofilin [Sus scrofa] 



32989 



% 



y E 

UJ 



Ljl 



o 

3 



Seq. No. 


229948 


Seq. ID 


LIB31 96-04 5-P1-M1-G4 




BLASTX 


NCBI GI 


02507421 




340 


E value 


5.0e-32 


Match length 


70 




90 


MPRT np'^PTi nt inn 


PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >ai 18 00277 




fU81042^ translation initiation factor fArahidnnc?! 




thalianal >ai 4490709 emb CAB38843 1 (AL035680) 




translation initiation factor fArahidoosi s thal"i;^'nal 


Seq. No. 


229949 


Seq. ID 


LIB31 96-04 5-P1-M1-G6 


Mpt hod 


BLASTX 


NCBI GI 


gll76668 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


101 


% identity 


25 


NCBI Description 


HYPOTHETICAL 40.9 KD PROTEIN C08B11.5 IN CHROMOSOME II 




>ai 3874172 emb CAA86664 (Z46676) similar to PolvfA^ 




hinHinrr nrtrhpin? nDNA F.ST RMRT. * Dfi S7 ^ r* run frTun l-hiQ 




cDNA EST EMBL'D69301 romps from th-i =; rrpnp* rDNA FST 




EMBL*C11188 comes from this aene: cDNA EST EMBL'n3204 




POTTiPS fTom fhi s npnp • rDNA F. 


Seq. No. 


229950 


Seq. ID 


LIB3196-045-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


g4432855 


BLAST score 


472 


R Vri 1 IIP 


1 . Oe-47 


Match 1 pnnth 


114 


% ide^nt i t v 


82 




yj \j } LtiiiViiwwii ^xwucxii |_rix di^xt^iw)^ o X o uiidx xdiid j 


Sea. No. 


229951 


Seq. ID 


LIB31 96-04 S-Pl-Ml-Hl 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


589 


E value 


3 Oe-61 


Mritph Ip^nrrthi 


121 


% identity 


93 


NPRT Dpspt*! r>t t on 

Vx' i— ' -1. i.^^ O V_<> i. JL k«r ^ ^ 1 


fALT0in4661 RNA hplicase* f Arab "i dons i s -hhalianal 

^ CViJ W X W ^ \J \J f C\ 1 1 G X J. u O C C^±. d A- Villi \J k> L>lXdXXdlldJ 


Seq. No. 


229952 


Seq. ID 


LIB3196-045-P1-M1-H11 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


283 


E value 


2.0e-25 . 


Match length 


108 


% identity' 


53 


NCBI Description 


ELONGATION FACTOR 1 BETA* >gi 322851 pir S29224 



RNA 



32990 



translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 





Seq. No. 


229953 




Seq. ID 


LIB3 196-04 5- P1-M1-H4 












al709442 






614 




R Tra 1 n p 

Ej V CIJ. 


4 . Oe-64 






125 




% identity 


98 




NPRT DpspiriDtion 


DIHYDROLIPOAMIDE SUCCINYLTRANSFERASE COMPONENT OF 






2-OXOGLUTARATE DEHYDROGENASE COMPLEX PRECURSOR (E2) (E2K 




Spry Wo 


229954 




Seq. ID 


LIB3196-04 5-P1-M1-H9 










NCBI GI 


al429226 






163 

X U J 




Cj V Cl -L Uc 


^ Op-1 1 
J • vjt; X X 




Maj-pl-i lpnn"t"h 


32 






91 


Q 


NCBI Description 


(X98861) TFIIA [Arabidopsis thaliana] 


.as. 


CpCT No 

O ^ V.4 • LN • 


229955 


fn 


<^pfT TD 


T.TR'^1 Q6-n4 6-Pl -Ml -A1 n 

xiXLj.JX^\j\,^*3UcXiiXnX\j 


yj 


rJc L.I1UU. 


RT.ASTy c- 
OXjrlO 1 /i. 




IN X OX 


CT2136744 




oxjr^o X oovjxc^ 




p 

1=4 


lj V d-L 






42 ■ 






86 




NCBI Description 


endothelin converting enzyine-2 - bovine (fragment) 




*^prf NFo 


229956 


p 


Ccarr in 


T.TR^I 9fi-n46-Pl -Ml -A1 9 

XlXO-JX^vJ VJ*i\J £^X iiX n 1. c. 


n ^ 


L iC L. Ii(>JU 






IN ^ O X OX 






oxino X oo^xc 


290 


Q 


£j V Ct X Lie 






MatpH 1 pncrth 


84 




9; iripn'h'i'hu 
T> J- vxcii u X u _y 


68 




NCBI Descriot ion 


fAC0023361 hvnothpl" ipa 1 n"ro1"p"!n F Arahi Honc?i "hh;^ 1 i n;^ 1 




Seq. No. 


229957 




Seq. ID 


LIB3 196-04 6- P1-M1-A3 




Method 


BLASTX 




NCBI GI 


g2605714 




BLAST score 


239 




E value 


3.0e-20 




Match length 


66 




% identity 


76 




NCBI Description 


{AF026275) beta-tonoplast intrinsic prptein [Araibidopsis 






thaliana] 




Seq. No. 


229958 



32991 




01 



p 

o 



Seq. ID 


LIB3196-04 6-P1-M1-A4 


Method - 


BLASTX 


NCBI GI 


g2224691 


BLAST score 


268 


E value 


l.Oe-23 


Match length 


102 


% identity 


53 


NCBI Description 


(AB002373) KIAA0375 [Homo sapiens] 


Seq. No. 


229959 


Seq. ID 


LIB3196-04 6-P1-M1-A7 


Method 


BLASTX 


NCBI GI 


g3047318 


BLAST score 


236 


E value 


2.0e-20 


Match length 


71 


% identity 


16 


NCBI Description 


{AF056625) poly-ubiquitin [Magnaporthe 


Seq. No. 


229960 


Seq. ID 


LIB31 96-04 6-P1-M1-A9 


Method 


BLASTX 


NCBI GI 


g4455335 


BLAST score 


409 


E value 


4 . Oe-40 


Match length 


118 


% identity 


69 


NCBI Description 


{AL035525) putative protein [Arabidops. 


Seq. No. 


229961 


Seq. ID 


LIB31 96-04 6-Pl-Ml-BlO 


Method 


BLASTX 


NCBI GI 


gl352077 


BLAST score 


328 


E value 


l.Oe-38 


Match length 


103- 


% identity 


80 


NCBI Description 


BETA-GALACTOSIDASE PRECURSOR (LACTASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{ EXO- ( 1 — >4 ) -BETA-D-GALACTANASE ) >gi_97 14 8 5_einb_CAA5 8 7 3 4_ 
(X83854) putative beta-galactosidase/galactanase 
[ Lycoper s icon escul'entum] >gi_4 13813 9_emb_CAAl 0 1 7 4_ 
{AJ012797) ss-galactosidase [Lycopersicon esculentum] 

229962 

LIB3196-04 6-P1-M1-B11 

BLASTX 

gl22087 

109 

6.0e-12 

119 

45 

HISTONE H3 >gi_8184 9_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir ^A26014 histone H3 - wheat 

>gi_19607_einb_CAA31964_ (X13673r histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_217 97_emb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 



32992 




t 



Q 

s 

□ 
D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

229963 

LIB3196-04 6-P1-M1-B12 

BLASTX 

gl26156 

670 

l.Oe-70 

130 

100 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 
>gi_72288_pir FWCNBB beta-globulin B precursor {clone 134) 

- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) leguinin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229964 

LIB3196-04 6-P1-M1-B6 

BLASTX 

gl22007 

332 

4.0e-31 

90 

74 

HISTONE 
>gi_204 

- 149) 



H2A >gi_100161_pir S11498 histone H2A - parsley 

4 8_emb_CAA37828_ {X53831) H2A histone protein (AA 1 
[Petroselinum crispum] 



229965 

LIB3196-04 6-P1-M1-B7 

BLASTX 

gl25077 

412 

l.Oe-50 

116 - . 

96 ' 

KERATIN, TYPE I CYTOSKELETAL 13 (CYTOKERATIN 13) (K13) (CK 

13) >gi_71526_pir KRHU3 keratin 13, type I, cytoskeletal, 

long form - human >gi_34033_emb_CAA3278 6_ (X14640) keratin 
13 [Homo sapiens] 

229966 

LIB3196-04 6-P1-M1-B8 

BLASTX 

g4510346 

514 

2.0e-52 

124 

79 

(AC006921) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229967 

LIB3196-04 6-P1-M1-B9 

BLASTX 

gl32944 



32993 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



528 

4.0e-54 

103 

94 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L'3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229968 

LIB3196-04 6-P1-M1-C1 

BLASTX 

g34228 

317 

2.0e-29 

67 

99 

(X03444) put. lamin A precursor (aa 1-702) [Homo sapiens] 
>gi_224901_prf 1203377A lamin A [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229969 

LIB3196-04 6-P1-M1-C2 

BLASTX 

gl81967 

555 

4.0e-57 

131 

82 

(M29548) elongation factor 1-alpha [Homo sapiens] 



B 

O 

i it 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229970 

LIB3196-04 6-P1-M1-C3 

BLASTX 

g2493130 

660 

2.0e-69 

128 

100 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 

229971 

LIB3196-04 6-P1-M1-C4 

BLASTX 

g81546 

216 

l.Oe-17 

86 

62 

alpha-globulin type B precursor (tandem 1) - upland cotton 
(fragment) 



Seq. No. 
Seq;. ID 
Method 
NCBI GI 
BLAST score 



229972 

LIB31 96-04 6-P1-M1-C6 

BLASTX 

g3063698 

377 



32994 



ft 



o 



n 



Pi 

G 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-36 

130 

60 

(AL022537) putative protein [Arabidopsis thaliana] 
229973 

LIB3196-046-P1-M1-C7 

BLASTX 

gl765899 

561 

6.0e-58 

120 

82 

{Y07917) Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
(U86700) EGF receptor like protein [Arabidopsis thaliana] 



Seq. No. 


229974 


Seq. ID 


LIB3196-04 6-Pl-Ml-Dl 


Method 


BLASTX 


NCBI GI 


□2668557 


BLAST score 


164 


E value 


2 . Oe-11 


Match length 


92 ' 


% identity 


47^ 


NCBI Description 


(U73690) cytosolic IMP-GMP specif: 




taurus ] 


Seq. No. 


229975 


Seq. ID 


LIB3196-04 6-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g4090257 


BLAST score 


430 


E value 


l.Oe-42 


Match length 


84 


% identity 


96 


NCBI Description 


(AJ131732) ribosomal protein L37A 


Seq. No.. 


229976 


Seq. ID 


LIB3196-04 6-P1-M1-D4 


Method 


BLASTX - 


NCBI GI 


gl37578 


BLAST score 


620 


E value 


8.0e-65 


Match length 


128 


% identity 


94 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN 



[Bos 



Seq. No. 
Seq.' ID 
Method 
NCBI GI 
BLAST score 



(CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

229977 

LIB3196-04 6-P1-M1-D5 

BLASTX 

gl708239 

619 



32995 



E value 
Match length 
% -identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



% 



l.Oe-64 

118 

100 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE, CYTOPLASMIC (HMG-COA 
SYNTHASE) ( 3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 
>gi_4 10028 (L257 98) 3-hydroxy-3-methylglutaryl coenzyme A 
synthase [Homo sapiens] 
>gi_4 5 0 4 4 2 9_r ef _NP_0 02 1 2 1 . 1_J5HMGCS 1_ 

3-hydroxy-3-methylglutaryl-Coen2yme A synthase 1 (soluble) 
229978 

LIB31 96-04 6-P1-M1-D7 

BLASTX 

g3377797 

440 

9.0e-44 

117 

74 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



y 
m 



m 

H 

JSSSi, 

u 



LJ 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 
. Method 
'nCBI GI 

BLAST score 

E value 



229979 

LIB3196-04 6-P1-M1-D9 

BLASTX 

g3451473 

218 

l.Oe-17 

93 

46 

{AL031349) 
pombe] 



4-nitrophenylphosphatase [Schizosaccharomyces 



229980 

LIB3196704 6-P1-M1-E4 

BLASTX 

gl33027 

706 

7.0e-75 

134 

100 

60S RIBOSOMAL PROTEIN L8 >gi_71075_pir R5RTL8 ribosomal 

protein L8 - rat >gi_478326_pir JN0923 ribosomal protein 

L8 - human >gi_57704_emb_CAA4 4 07 1_ (X62145) ribosomal 
protein L8 [Rattus rattus] >gi_433899_emb_CAA82248_ 
(228407) ribosomal protein L8 [Homo sapiens] >gi_1527178 
(U67771) ribosomal protein L8 [Mus musculus] 
>gi_4506663_ref_NP_000964.1_pRPL8_ ribosomal protein L8 

229981 

LIBJl 96-04 6-P1-M1-E5 

BLASTX 

g4455335 

392 

3.0e-38 



32996 



% 



Match length 
% identity . 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-87 
82 

{AL035525) putative protein [Arabidopsis thaliana] 
229982 

LIB3196-04 6-P1-M1-E6 

BLASTX 

g2961390 

644 

l.Oe-67 

127 

90 

{AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



u 
o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , , . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI* Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



229983 

LIB3196-04 6-P1-M1-E9 

BLASTX 

gl362916 

560 

8.0e-58 

127 
87 

protein-tyrosine kipase {EC 2.7.1.112) trkE precursor - 
human >gi_4 004 63Jemb__CAA52915_ (X74979) TrkE [Homo sapiens] 
>gi_732800_emb_CAA82335_ (Z29093) receptor tyrosine kinase 
[Homo sapiens] >gi_1160925 {L57508) receptor kinase [Homo 
sapiens] >gi_4503451_ref_NP_001945 . l_pEDDRl_ epithelial 
discoidin domain receptor 

229984 

LIB31 96-04 6-Pl-Ml-Fl 

BLASTX 

g2764974 

427 

3.0e-42 

96 

88 

(X99906) alpha endosulfine [Homo sapiens] 
229985 

LIB3196-04 6-P1-M1-F10 

BLASTX 

gl40282 

140 

l.Oe-08 

28 

93 

HYPOTHETICAL 19 KD PROTEIN (ORE 170) 

>gi_1363543_pir S58553 hypothetical protein 170 - maize 

chloroplast >gi_12430_emb_CAA41108_ (X58080) ORF170 [Zea 
mays] >gi_902223_emb_CAA60287_ (X86563) ORF170 [Zea mays] 

229986 

LIB3196-04 6-P1-M1-F3 

BLASTX 

g280.4273 



32997 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



671 

8.0e-71 

129 

46 

(D89980) alpha actinin 4 [Homo sapiens] 
229987 

LIB31 96-04 6-P1-M1-F6 

BLASTX 

g2997694 

232 

2.0e-19 

119 

43 

(AF053721) putative retrovirus-related polyprotein 
[Lithospermum erythrorhizon] 



U 



oeq. iNo . 




beq. lu 


T Tn'51 Q^— 0/1 ^_D1 —Ml — TTQ 


Method 


DT n CPV 

dLiAo i a 




rrl 


bLi/io 1 score 




Cj V CL X Lie 


4 Oe-57 


Match length 


119 


% identity 


89 


NCBI Description 


(U42608) clathrin heavy chain [Gly^ 


Seq. No. 


229989 


Seq. ID 


LIB3196-04 6-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


gll67523 


BLAST score 


319 


E value 


l.Oe-30 


Match length 


124 


% identity 


60 


NCBI Description 


(D83003) ORF(AA 1-1338) [Nicotiana 


Seq. No. 


229990 


Seq. ID 


LIB3196-04 6-P1-M1-G2 


Method 


BLASTX 


NCBI GI 


gll71035 


BLAST score 


195 


E value 


4.0e-15 


Match length 


50 


% identity 


68 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN TYPE : 



>gi_1086021_pir S48038 metallothionein-like protein - kiwi 

fruit >gi_450245 (L27813) metallothionein-like protein 
[Actinidia deliciosa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



229991 

LIB3196-04 6-P1-M1-G4 

BLASTX 

gl26156 

630 

5.0e-66 
129 



32998 



y s 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) , 

>gi_72288_pir FWCNBB beta-globulin B precursor (clone 134) 

- upland cotton >gi^l67373 (M16936) vicilin precursor.. 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

229992 

LIB3196-04 6-P1-M1-G7 

BLASTX 

g346219 

220 

6.0e-18 

77 

62 

keratin K4a - human (fragment) 



229993 

LIB3196-04 6-P1-M1-H2 

BLASTX 

g2134781 

201 

6.0e-16 

41 

95 

APR peptide - 
response gene 



human >gi_2135471__pir 184441 immediate early 

- human >gi_219476_dbj_BAA14111_ (D90070) APR 



14) (K14) (CK 
I cytoskeletal 



peptide [Homo sapiens] 
229994 

LIB3196-04 6-P1-M1-H8 
BLASTX 
gl25080 
470 

2.0e-47 
98 
98 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 

14) >gi_2144816_pir KRHUE keratin, 50K type 

- human >gi_386848 (J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

229995 

LIB3196-047-P1-M1-A12 

BLASTX 

g2522230 

276 

2.0e-24 

123 

42 

(AB007467) retrotransposon-like gene; the first amino acid 
was determined to be leucine [Vicia faba] 



Seq. No. 
Seq. ID 



229996 

LIB3196-047-P1-M1-A4 



32999 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ft 



BLASTX 

g3121828 

580 

3.0e-60 

121 

91 

BENE PROTEIN >gi_2135423_pir 138891 hypothetical protein 

human (fragment) >gi_1000712 {U17077) unknown [Homo 
sapiens] 



Seq. No. 

Seq". ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229997 

LIB3196-047-P1-M1-B10 

BLASTX 

g266344 

475 

l.Oe-47 

115 

83 

LEUKOCYTE ELASTASE INHIBITOR (LEI) (MONOCYTE/NEUTROPHIL 

ELASTASE INHIBITOR) (EI) >gi_284073_pir S27383 elastase 

inhibitor - human >gi_2997692 (AF053630) 
monocyte/neutrophil elastase inhibitor [Homo sapiens] 



m 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



229998 

LIB3196-047-P1-M1-B12 

BLASTX 

g2224557 

331 

6.0e-31 

128 

52 

(AB002306) KIAA0308 [Homo sapiens] 
229999 

LIB3196-047-P1-M1-B4 

BLASTX 

g2605714 

229 

3.0e-19 

59 

68 

(AF026275) 
thaliana] 



beta-tonoplast intrinsic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method/ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230000 

LIB3196-047-P1-M1-B7 

BLASTX 

g207905 

543 

7.0e-56 

121 

86 

(M18027) alpha globulin B [Artificial gene] 



Seq. No. 
Seq. ID 
Method 



230001 

LIB31 96-04 7-P1-M1-B8 
BLASTX 



33000 



(AF056316) 4.0S ribosome protein S7 [Avicennia marina] 



Seq. No. 


230487 ' 


Seq. ID 


LIB3196-064-P1-M1-A12 






VTpOT (IT 


01800147 




174 

X / *i 


Hi V d X Licr 


1 Op-12 

X . \> C X ^ 




100 

X U VJ 




43 


MPRT Dp spr 1 nt" ion 




Seq. No. 


230488 


Seg. ID 


LIB3196-064-P1-M1-A3 


Mp t* h oH 


BLA9TX 




rr4P3^4 30 




3f^1 
0 u X 


Hi V d X Lie 


1 Oe-34 




X X 0 


•5 icienuxuy 


fi3 


LN^OX LJCOL>XX^L.X^il 


^AF0Qfi4Rfi^ 1 "1" p V — shnnHfl nl" oto+'pi n PPpTrP^ HTaQi 1 
y c\c vj^u'i'.joy xcil.ca dkJLiixuciiiL. px^^ucxii ^ vc;d i^xdoxx. 


0 c q . IN Q . 


:?304RQ 


S^q. ID 


LIB3196-064-P1-M1-A7 ^ ' 


Method 


BLASTX 


INv^OJ. oX 


rr3Q1 3Q^^1 


DJUr^o 1 scuxe 


D J U 


E value 


^ . ue DO 


L*JClU.01i Xdl^L-Il 


12s 

X£. ^ 


S- "i ^ 4- "1 4" t r 

■s xaeni,xt.y 




iNOD± uescx xp uxon 






VinPQ"in — ItVp TTiot"or* Trrr^'hP'lri K'TT^'IP f Homo q^oi one;! 
rkj-iicoxii xxj\.c iLL^uux ^xuucxii x\x £ x\j \^n\jiw\j odpxdioj 


06q • iNO . 


9304 QO 


Seq. ID 


LIB3196-064-P1-M1-A9 


Method 


BLASTX 


Kfppf'T (ZT 
IN \^ 0 X 0 X 


y X X rl ^ £. 


DXiriO i oCUXc 


^ 0 


Hj VaXUc 


c np-97 


Via \^\^Li xcii^L-ii 


ft 0 
0 u 


^ xdcriLXty 


3Q 


iNL^Di uescx xp L.xon 


L^rt.ijiYiuuuij±LN r\iijijH.iCjU JrrvvjiCjXiN ^yx XD!?ZUO ^iXiouoJX; 




oj^lTnoHnTin — r*pT^*'f"pH oTO'hP'iri rPpt'imi^ V» n Ha 1 

Od XiUUv^LiX Xi 1 XCXdL.CU ^XV^L-CXii [^C^CUUliXd liyju'XXU.dJ 


Seq. No. 


230491 


Seq. ID 


LIB3196-064-P1-M1-B1 


Method 


BLASTX 


NCBI GI 


gl346347 . 


BLAST score 


517 


E value 


9.0e-53 


Match length 


109 


% identity 


96 



NCBI Description 



KERATIN, TYPE II CYTOSKELETAL 6D (CYTOKERATIN 6D) (CK 6D) 

{K6D KERATIN) >gi_2119225_pir 161769- keratin type II - 

human (fragment) >gi_914833 (L42610) keratin type II [Homo 
sapiens] 



33101 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity>. 

NCBI Description 



230492 

LIB3196-064-P1-M1-B10 
BLASTX 

g461994 ' . 

379 

l.Oe-36 

84 

88 

ELONGATION FACTOR 1-DELTA (EF-l-DELTA) 

>gi_1085404_pir S34626 translation elongation factor eEF-1 

delta chain - human >gi_38522_enib__CAA7 9716_ {Z21507) human 
elongation f actor-l-delta [Homo sapiens] 

>gi_4503479_ref_NP_001951.1_pEEFlD_ eukaryotic translation 
elongation factor 1 delta (guanine nucleotide exchange 
protein) 



Seq. No. 




beq. lu 


111 DO 1 y D U D^l — r 1 LYll Dl i 


Method 


BLASTX 


NCBI GI 


go jyo / DO 


dLAoI score 


1 f z • 


E value 


z . Ue-iz 


lYiaucn J-Sngun 




% identity 


41 


NCBI Description 


{U76300) unknown [Arabidopsis thaliana] 


Seq. No. 


230494 


Seq. ID 


LIB3196-064-P1-M1-B3 


Method 


BLASTX 


NCBI GI 


g2832617 


BLAST score 


178 


E value 


2.0e-13 


Match length 


42 


% identity 


76 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


230495 


Seq. ID . 


LIB3196-064-P1-M1-B4 


Method 


BLASTX 


NCBI GI 


g3335226 


BLAST score 


371 


E value 


l.Oe-35 


Match length 


77 


% identity 


29 


NCBI Description 


{AF077374) small proline-rich protein [Homo sapiens 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230496 

LIB3196-064-P1-M1-B8 

BLASTX 

g224877 

448 

9.0e-45 

87 

97 

deaminase a, adenosine [Homo sapiens] 



Seq. No. 



.230497 



33102 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3196-064-P1-M1-C6 

BLASTX ^- 

g3724114 

647 

5.0e-68 

128 

97 

(Y16792) keratin, type I [Homo sapiens] 
>gi_4504927_ref_NP_003762 . l_pKRTHA6_ UNKNOWN 

230498 

LIB3196-064-P1-M1-C7 

BLASTX 

g2119924 

509 

5.0e-52 

99 

97 

oncogene PTI-1 - human >gi_927065_gb_AAC09385 . 1_ (L41490) 
eukaryotic translation elongation factor 1 alpha 1-like 14 
[Homo sapiens] >gi_927067 (L41498) longation factor l-alphs 
1 [Homo sapiens] >gi_4 503473_ref_NP_001394 . l_pEEFlAlL14_ 
eukaryotic. translation elongation factor 1 alpha 1-like 



Seq. No. 


230499 


beq. lu 


TTtniQi^nc^DiMini 
JjloJiyD-Ub^-ri-iyii-Ul 




OJ-iriO 1 A 


NCBI GI 


g2245136 


BLAST score 


403 


E value 


l.Oe-39 


Match length 


103 


% identity 


67 


NCBI Description 


(Z97344) trehalose-6-phosphate synthase homolog 




[Arabidopsis thaliana] 


Seq. No. 


230500 


Seq. ID 


LIB3196-064-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g2804273 


BLAST score 


617 


E value 


2.0e-64 


Match length 


123 


% identity 


98 


NCBI Description 


(D89980) alpha actinin 4 [Homo sapiens] 


Seq. No. 


230501 


Seq. ID 


LIB3196-0j54-Pl-Ml-D2 


Method 


BLASTX 


NCBI GI 


gl001309 


BLAST score 


177 


E value 


6.0e-13 


Match length 


103 


% identity 


36 


NCBI Description 


(D64006) aspartate aminotransferase [Synechocystis 


Seq. No. 


230502 


Seq. ID 


LIB3196-064-P1-M1-D3 



33103 



Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl37578 

524 

l.Oe-53 

102 

100 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_8154 5_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230503 

LIB3196-064-P1-M1-D5 

BLASTX 

gl504008 

315 

4.0e-29 

94 

64 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C.elegans protein ( PI : CEC47E128 ); Similar to Mouse 
alpha-mannosidase (P1:B54407) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230504 

LIB3196-064-P1-M1-D6 

BLASTX 

g266690 

335 

2.0e-31 

96 

72 

OLEOSIN 18.2 KD >gi_167363 (L00935) 18.2 
[Gossypium hirsutum] >gi_167365 (L00936) 
[Gossypium hirsutum] 



kDa oleosin 
18.2 kDa oleosin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230505 

LIB3196-064-P1-M1-D8 

BLASTX 

g81546 

541 

l.Oe-55 

114 

94 

alpha-globulin type B precursor (tandem 1) 
(fragment) 



- upland cotton 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230506 

LIB3196-064-P1-M1-D9 

BLASTX 

gl223922 

465 

l.Oe-46 

104 

77 

(U49445) Vigna radiata vicilin peptidohydrolase [Vigna 



33104 



radiata] 



Seq. No. 

aeq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230507 

LIB3196-064-P1-M1-E11 

BLAStx 

g2522228 

455 

l.Oe-45 

115 

68 

(AB0074 66) reverse transcriptase-like protein [Vicia faba] 



Seq. No. 

Seq. ID .... 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230508 

LIB3196-064-P1-M1-E6 

BLASTX 

g3415119 

560 

8.0e-58 

116 

58 

(AF081672) calmodulin [Gallus gallus] 
230509 

LIB3196-064-P1-M1-E8 

BLASTX ■ ' 

g547683 

608 

2.0e-63 

119 

97 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M9654 9) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230510 

LIB3196-064-P1-M1-F1 

BLASTX 

g3123271 

340 

l.Oe-32 

70 

90 

4 OS RIBOSOMAL PROTEIN S6 >gi_2224751__emb_CAA7 4381_ 
ribosomal protein S6 [Arabidopsis thaliana] 



(Y14052) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230511 

LIB3196-064-P1-M1-F10 

BLASTX 

g3023180 

375 

3.0e-36 

89 

85 

14-3-3-LIKE PROTEIN 10 >gi_1771166_emb_CAA67374 . 
14-3-3 protein [Lycopersicon esculentum] 



(X98866) 



33105 
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NCBI GI 


g627584 


BLAST score ' 


613 
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Q o rr M 
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Z, ^ U J X ^ 


Seq. ID 


LIB3196-064-P1-M1-G1 


Method 


BLASTX 


NCBI GI 


gl36452 


BLAST score 


342 


E val\i,e 


3.0e-32 


Match length 


105 


% identity 


62 



NCBI Description 



STEM-SPECIFIC PROTEIN TSJTl >gi_100383_pir S13551 

stem-specific protein - common tobacco 

>gi_20037_emb_CAA36525_ (X52283) stem specific, weakly 
expressed in other organs [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230516 

LIB3196-064-P1-M1-G10 

BLASTX 

g70753 

408 

5.0e-40 

99 

83 

histone H3 
wheat 



garden pea >gi 82610_pir S00373 histone H3 - 



Seq. No. 
Seq. ID 



230517 

LIB3196-064-P1-M1-G2 



■33106 



Metnod 


BLASTX 


NCBI GI 


gl931647 


BLAST score - 


434 . 


E value 


H . ue-4 O 


Match lengtfi^ 


1 1 "7 ' 


% identity 


bo 


nudI uesciTipnon 


iuyoy/o; enaomeniDrane prorein hjMr/u precusor 




[Arabidopsis thaliana] 


oeq . INO • 


s3U D XO 


OcirT TD 


T TR'^1 Qfi-Ofid-Pl -Ml -ft:/! 


iXie LllOCl 


RT ZiQTY 


NCBI GI 


g3341695 


BLAST score 


306 


E value 


D . Ue-zo 


Matcn lengtn 


o o 
oo 


% laentity 


67 


iNL^Di uescripuion 


(AC003672) putative thianiin pyrophosphokinase 




thaliana] 


oeq . NO . 








Method 


BLASTX 


NCBI GI 


g224877 


oLAoi score 


^ y J 


E value 


D . ue-ou 


Match length 


y / 


% identity 


y o 


NCBI 'Description 


deaminase a, adenosine [Homo sapiens] 


oeq. NO. 


0 "a n R o n 


beq. ID 


LIBolyD-UD4 -rl-Ml-Go 


Method 


BLASTX 


NCBI GI 


g3548818 


oLAoi score 


o c rt 
z bU 


E value 


1 . Ue-z^i 


Match length 


1^0 


% Identity 


A c 

4 0 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thalit 


Seq. No. 


O O A R O T 


beq. lu 


LlBoiy D-Uo4-Pl-Ml-Go 




RT ZiQTY 


NCBI GI 


gl7078B9 


BLAST score 


531 


E value 


2.0e-54 


Match length 


103 


% identity 


100 


NCBI Description 


RAB GDP DISSOCIATION INHIBITOR BETA (RAB GDI ] 



>gi_285975__dbj_BAA03095_ (D13988) human rab GDI [Homo 
sapiens] >gi_4503973_ref_NP_001485 . l_pGDI2_ GDP 
dissociation inhibitor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230522 

LIB3196-064-P1-M1-H11 

BLASTX 

gl346345 



33107 



BLAST score 


617 


E value 


2.0e-64 


Matcn iengtn 


10/1 


% identity 


yb 


NCBI Description 


KbKAilN, iirhi ii Li lUbKbLtjiAL ob (CY iUKhiKAl IN bB) (CK dB} 




( i\DD j\bKAi iJN ) ->gi £.LL^£.^\j pir iDi/o/ Keratin type i l — 




numan >gi yuo / yu ^jj^zoyzj Keratin type 1 1 [ nomo sapiens j 


Seq. No. 


0 n 9 '5 
Z DZ J 


oeq • ±U 


T TR^l Qfi-nfi4-P1 -M1 -HI 9 


Method 


BLASTX 


NCBI GI 


g2880051 


Db/\oi score 


Z / Z 


E value 


/I n^^i — o /I 
4 . ue~z4 


Match length 




% identity 


O i 


NCBI Description 


( AC002 3 4 0 ) putative protein kinase [Arabidopsis tha liana ] 


beq. wo. 


Z jUDZ f± 


beq. lu 


T TR*^! Qfi — nfi4 — Pi -Ml — 


Method 


TJT 7\ O TV 


NCBI GI 


g2244979 


BLAST score 


501 


E value 


D . ue— 0 i 


Matcn length 


lib 


% identity 


ol 


NCBI Description 


( Z y / o4 u J similarity to enoyl-CoA hyaratase iAraoiaopsis 




thaliana ] 


beq. INO . 


0 '5 n c; 0 R 
Z O UOZ D 


Seq. ID 


LiBoiy o-Ud4 -r l-Ml-riy 


Method 


DLiiib i A 


NCBI GI 


g2605714 


BLAST score 


285 ^ . 


E value 


1 . ue-z D 


Match length 


/ D 


% identity 


77 


NCBI Description 


(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 




thaliana] 


beq. INO. 


Z DZ o 


C ^ ~r T Pi 

Seq. ID 


Llnoiy D-Ubo-rl-iXli-Al 


Method 


BLASTX 


NCBI GI 


g809561 


hiljAbi score 


Z ± J 


E value 


1 . ue— 1 / 


Match length 


d1 


% identity 


/Z 


NCBI Description 


(X13055 ) gamma -act in [Mus mus cuius ] 


Q ^ rf "M 
06q • INU . 


^ ^ vj ^l / 


Seq. ID 


LIB3196-065-P1-M1-A11 


Method 


■ BLASTX 


NCBI GI 


g2497938 


BLAST score 


652 


E value 


l.Oe-68 


Match length 


128 



33108 



s = 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

AQUAPORIN „ , 
3 [Homo sapiens] 



3 >gi_1854 374_dbj_BAA19237_ (AB001325) aquaporiii 
piens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230528 

LIB3196-065-P1-M1-A2 

BLASTX 

g2144098 

403 

2.0e-39 

115 

74 

SC2 - rat >gi_256994_bbs_115268 (S45663) SC2=synaptic 
glycoprotein [rats, brain. Peptide, 308 aa] [Rattus sp.] 

230529 

LIB3196-065-P1-M1-A7 

BLASTX 

gl346344 

539 

2.0e-55 

108 

100 

KERATIN, TYPE II CYTOSKELETAL 6A (CYTOKERATIN 6A) (CK 6A) 

{K6A KERATIN) >gi_2119221_pir ^A57398 keratin type II - 

human >gi_908779 {L42583) keratin type II [Homo sapiens] 

230530 

LIB3196-065-P1-M1-B10 

BLASTX 

gl26156 

369 

2.0e-40 

117 

79 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) {LEGB-C134) 
>gi 72288 pir ' FWCNBB beta-globulin B precursor (clone 134) 
- upland cotton >gi_167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi_1171335 (U43727) legumin B 

[Gossypium hirsutum] >gi_225582_prf 1306412C storage 

protein C134 [Saguinus oedipus] 

230531 

LIB3196-065-P1-M1-B12 

BLASTX 

gl076316 

342 '-,- . 

3.0e-32 

90 

61 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



230532 

LIB3196-065-P1-M1-B3 
BLASTX 



33109 





NCBi' GI 


g3901014 




BLAST score , 


214 , 




E value 


O • Uti X / 




Match length 


O 0 




^ 4 ^4 4* ^ ^ t r 

^ laentiuy 


7 1 

/ X 




INUCl uesciipLxuii 


\ r\Kj d. .J \j \j Kj \j I iiic L. CI X X u L.iixuiic xii X X ^xuL.cxii \_«xaoo 






oyXVaUXOaJ 




Q a rr 

O C • LN • 


230533 

^ -J w >_/ »J 




oeq. ID 


XiXD0x_/O VJOiJ irX rJX 




Method 


BLASTX 




NCBI GI 


gl67367 




Oljr^O J. OV-fWi-C 


480 




tj^ TT ^ 1 1 1 

Cj VaXue 


z • ue ft o 




LYiaucn, xenycn 


X z z 






7fi 




iNUoi uesciipuion 


^XiVJOX-/.?/ pcxUAXUcLOC |_ O^JO A y^X LULL liX X O U. L. LUll J 




O c . IN (J . 


930534 

^ ^ VJ J .J *i 


: 3 


0/=k*-r T n 

beq. lu 


T TR*^! Qfi— nf^t^-PI —Ml — R7 
XiXDOX^D UDO irX r'JX D / 




Me LiiQa 




m 


iN U D 1 ox 


rT31 993fin 




BLAST score 


647 




E value 


5.0e-68 . 


: S 


Match length 


131 




% identity 


95 


-La. 


NCBI Description 


ALPHA-MANNOSIDASE II (MANNOSYL-OLIGOSACCHARIDE 


01 




1, 3-1, 6-ALPHA-MANNOSIDASE) (MAN II) (GOLGI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E v^lue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALPHA-MANNOSIDASE II) >gi_1117827 (U31520) alpha 
mannosidase II [Homo sapiens] 

230535 

LIB3196-065-P1-M1-B8 

BLASTX 

g266690 

364 

8.0e-35 

105 

72 

OLEOSIN 18,2 KD >gi_167363 (L00935) 18.2 kDa oleosin 
[Gossypium hirsutum] >gi_167365 (L00936) 18.2 kDa oleosin 
[Gossypium hirsutum] 

230536 

LIB3196-065-P1-M1-B9 

BLASTX 

g2827715 

244. 

9.0e-21 

102 

43 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



230537 

LIB3196-065-P1-M1-C10 
BLASTX 



33110 



NCBI GI 


g3687237 


BLAST score 


198 


IT* XT ^ 1 1 1 Q 




4» ^ I A ^ 

MaLCn xengTin 




^ ^ ^ T ^ t f 

% iQeriLiuy 






\ wv^xu^/ L/LiLciuxvc? \,^yo«Jrixo ^xiiv^ xxii^cx k^xk,^L,cxii 




nX dJkJXVwlU^O X O LilClXXCiliCl J 


O C • IN VJ • 


230538 




T.TR31 Qfi-nfiS-P1 -Ml -ri 1 

XiXOJX^U WOJ XrX LJX ^XX 






NCBI GI 


g2262172 


BLAST score 


151 


E vsliie 


/ • U C X w 


lYio-Lcn xeng L.n 


Qft 




4 n 




^ Zif^ n n ^ ^ Q ^ TM^oH 1 /^"h^H or*o't"0"i n O'F nnlrnown 'Fiinr'"hi on 

^r^V^VJ VJ^ / ^XCUXV_L.CU. ^XtJLCXll \J 1. Lilir^lLKJViLl X Lliiv^ UXU/li 




[,r\x aUXUOpoX o LilciXXcirici J 


o e > IN o • 


^ 3\J D o y 


Qd/x T n 

oeq. lu 


JjXOOX^D UDJ ITX l*JX ox^ 


Method 


BLASTX 


NCBI GI 


g494415 


niiAo i score 




E valu^e 


z . ue ju 


\A *^ ^ ^ 1 ^ V\ 

lyiaiicn xengun 


D D 


^ laenuxuy 


1 on 

X u u 


in^^dx uescr xpuxon 


noiuo sapxens -^yx h^hhXv pcxu xiNn.^ d fioiuo sa-pxens 


<o C • IN vj . 


^ J U ^ *i VJ 




T.TR31 Qfi-OfiS-PI -Ml -T? 

XiXOoJX^U VJV.'.J X LJX 


iYie unoQ 


RT Z\<^TY 


NCBI GI 


g4105683 


BLAST score 


547 


ill VaXUe 


o . u t; J D 


Match, length 


X Z 0 


% identity 


/ D 




^ rtj; vj *i ^ o ^ ^ / uiifLiivjwii L^xy. ocll-xvoj ^yx ixvj^u^^ ^rtcv^jvjxo^y 




tJULuxyo opecxxxu pxuUcXil LV^xyzo. oauxva ouxjop. xiiuxoaj 


O C > IN u • 


J VJ J *i X 


oeq . X U 


T TR'^1 Qf;-nf^R-Pl -Ml -P*^ 
JjXDOX^u UDJ tX riX 


Method 


BLASTX 


NCBI GI 


g72223 


DJjriD 1 oOUic 


J ^ *3 


E value 


X . ue o J 


iYia L. cn X engT,n 


X J X 


^ xuenuiuy 


O £. 




llCdL olUJOJv pxULcXll 04 XtHJUisc 


Seq. No. 


230542 


Seq. ID 


LIB3196-065-P1-M1-C4 




DT 7\ O TTV 
dXiAO 1 A 


NCBI GI 


g2134794 


BLAST score 


695 


E value 


l.Oe-73 


Match length 


133 




33111 



% identity 

NCBI Description 



99 . 

autoantigen - human >gi_533202 (L26339) autoantigen [Homo 
sapiens] 



Seq. No. 


230543 


Seq. ID 


LIB3196-065-P1-M1-C5 


Method 


BLASTX 


NCBI GI 


gl917019 


BLAST score 


548 


E value 


2.0e-56 


N3atch length 


127 


% identity 


83 


NCBI Description 


(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 


Seq. No. 


230544 


Seq. ID 


LIB3196-065-P1-M1-C6 


Method 


BLASTX 


NCBI GI 


gl565223 


BLAST score 


409 


E value 


4 . Oe-40 


Match length 


128 


% identity 


64 


NCBI Description 


(Y08301) MCM2-related protein [Arabidopsis thaliana] 


Seq. No. 


230545 


Seq. ID 


LIB3196-065-P1-M1-C7 


Method 


BLASTX 


NCBI GI 


g4529893 


BLAST score 


373 


E valiip 


8.0e-36 


Match length 


121 


% identitv 


69 


NCBI Description 


(AF134726) HSP70-1 [Homo sapiens] 


Seq. No. 


230546 


Seq. ID 


LIB3196-065-P1-M1-C8 


Method 


BLASTX 


NCBI GI 


a88044 


BLAST score 


637 


E value 


8 . Oe-67 


Matnh lpnc7th 

L Xw4 Ip^ V^X X ^ W X X ^ X X 


132 


% identity 


98 


NCBI Description 


keratin 4, type II, cytosJceletal - human (fragment) 




>gi 34073 emb CAA30534 (X07695) cytokeratin 4 (408 




[Homo sapiens] 


Seq. No. 


230547 


Seq. ID 


LIB3196-065-P1-M1-C9 


Method 


BLASTX 


NCBI GI 


gl37578 


BLAST score 


611 


E^ value 


8.0e-64 


Match length 


123 


% identity 


95 


NCBI Description 


VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 



>gi_8154 5__pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 



33112 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 

230548 

LIB3196-065-P1-M1-D1 

BLASTX 

g2293575 

606 

3.0e-63 

131 

91 

(AF013213) elongation factor 1 alpha [Bos taurus] 
230549 

LIB3196-065-P1-M1-D10 

BLASTX 

gl37578 

531 

2.0e-54 

125 
86 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545_pir S06398 alpha-globulin type A precursor - 

upland cotton >gi_167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq. No. 


230550 


Seq. ID 


LIB3196-065-P1-M1-D11 


Method 


BLASTX 


NCBI GI 


gl330343 


BLAST score 


327 


E value 


2.0e-30 


Match length 


104 • 


% identity 


60 


<NCBI Description 


(U58755) C34D4.12 gene product [Caenorhabditis 


Seq. No. 


230551 


Seq. ID 


LIB3196-065-P1-M1-D2 


Method 


BLASTX 


NCBI GI 


g4529892 


BLAST score 


659 


E value 


2.0e-69 


Match length 


132 


% identity 


100 


NCBI Description 


(AF134726) HSP70-2 [Homo sapiens] 


Seq. No. 


230552 


Seq. ID 


LIB3196-065-P1-M1-D3 


Method 


BLASTX 


NCBI GI 


g2842648 


BLAST score 


"256 ^ 


E value 


4.0e-22 


Match length 


120 


% identity 


42 



33113 



NCBI Description U2 SMALL NUCLEAR RIBONUCLEOPROTEIN AUXILIARY FACTOR 35. .KD 
SUBUNIT RELATED-PROTEIN^ 2 >gi_2137782_pir_^A57120 small 
nuclear ribonucleoprotein auxiliary factor U2 - mouse 
>gi_927659_dbj_BAA08143_ (D45205) U2afl-rs2 [Mus musculus] 



Seq. No. 230553 

Seq. ID LIB3196-065-P1-M1-D4 

Method BLASTX 

NCB.I GI g2662415 

BLAST score 214 

E value 3.0e-17 

Match length 53 

% identity 64 

NCBI Description (U974 94) metallothionein-like protein [Prunus armeniaca] 

Seq. No. 230554 

Seq. ID LIB3196-065-P1-M1-D6 

Method BLASTX 

NCBI GI g2129538 

BLAST score 644 

E value l.Oe-67 

Match length 128 

% identity 98 

NCBI Description AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 



AT103 [Arabidopsis thaliana] 



Seq. No. 


230555 


Seq. ID 


LIB3196-065-P1-M1-D9 


Method 


BLASTX 


NCBI GI 


g2464914 


BLAST score 


155 


E value 


2.0e-10 


Match length 


59 


% identity 


54 


NCBI Description 


(Z99708) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


230556 


Seq. ID 


LIB3196-065-P1-M1-E1 


Method 


BLASTX 


NCBI GI 


gll3950 


BLAST score 


661 


E value 


l.Oe-69 


Match length 


133 


% identity 


55 


NCBI Description 


ANNEXIN II (LIPOCORTIN II) (CALPACTIN I HEAVY CHAIN) 



(CHROMOBINDIN 8) {P36) (PROTEIN I) (PLACENTAL ANTICOAGULANT 

PROTEIN IV) (PAP-IV) >gi_71761_pir LUHU36 annexin II - 

human >gi_219910_dbj_BAA00013_ (D00017) lipocortin II [Homo 
sapiens] 



Seq. No. 230557 

Seq. ID LIB3196-065-P1-M1-E10 

Method BLASTX 

NCBI GI-. g2735010 

BLAST score 195 

E value 5.0e-15 

Match length 76 



33114 



9t TH*ani"if"V7 


59 


Kir^RT Ho Q T" 1 "ot" 1 on 


^ri82166^ ch99 tvne IT-C0S7 fCercoDithecus aethioosl 


%J \S \^ * IN W ■ 


230558 


Seq. ID 


LIB3196-065-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


gl843527 




301 


^ vox Lie 


5 Oe-33 




106 


i -i Hpnt" i +" V 


75 


KTPRT r* 1 nl" "1 on 

INVk^OX L^C? O O X X^ O X 1 


^[17^747^ ^innpx'in ffin^^vDinm h "i T<=;i3ti]Tnl 


Seq. No. 


230559 


Seq. ID 


LIB3196-065-P1-M1-E3 


MpI" hod 


BLASTX 


NCBI GI 


g3184283 


BLAST score 


270 


i_J V ^ \JL^ 


8 . Oe-24 


LJaUOli XCiiv^L-iJ. 


77 


^ xvj.dH-xuy 


70 


NPRT np '^rr 1 nl" "i nn 


fAC0041361 Dutative TBP— bindina orotein fArabidoosis 




I., i ici X. ^ m 1 ci J 


cprr No 


' 230560 


O • X u 




Method 


BLASTX 


NCBI GI 


gl890152 




480 


O V d X LLC 


2.0e-48 


i*JCl (-Oil Xdl^ Oil 


128 

X ^ o 


% ifipntitv 


69 


LNV^OX UC:?O^XX^L.XUXi 


fyQ2Sin^ flllpnp oviHp c; uni" h a«?p TAT^^bi Hot**? i*? +*h3l"ifln;^l 

^/\^^*JXW y ClXXdlC WAX^C O y i 1 il u O C7 |_ .nX dx^ X ^VJ^ O X O L-lldXXdiidJ 


^pfT Nn 


230561 




I.TR"^! ^56-n6S-Pl -Ml -F,7 

J_l J. J_/ 'J A. ^ \J \J \J -J XJ. llx 111 / 




BLASTX 


NCBI GI 


g2062167 


BLAST score 


410 


P' T IIP 

Ej V d X 


3 Oe-40 


via. xeii^ Uii 




9; 1 Honi" 1 "1" \7 
^ x\adiL.XL.y 




NPRT np^PTiDt* ion 


(AC001645) Proline— rich orotein APG isoloa FArabidoosis 




L-lidXXdlid J 


1^ C ^ ■ LN ^ . 


230562 
^ ^ \j %j \j ^ 


Seq. ID* 


LIB3196-065-P1-M1-F1 


Method 


BLASTX 


NCBI GI 


gl854035 




697 


E value 


8.0e-74 


Match length 


134 


% identity 


99 


NCBI Description 


(U86753) pombe Cdc5-related protein [Homo sapiens] 


Seq. No. 


230563 


Seq. ID 


LIB3196-065-P1-M1-F4 



33115 



Method 


BLASTX 


NCBI GI 


g3738283 




H \J £. 


E value 




Maticn lengun 


R 9 ' 
0 z 




ft 


Nv^tsi uesciiption 


\i\\^\j\J -D 0\J J ) UIlJvIlUWIl pxULCXIl l^rlXaJ^XUL/poXo L.naXXa.na.J 


O c (4 • LN y . 


230564 


Ojarr Tn 
oetj . X u 


T.TR^I Q6-0fiS-P1 -Ml -f^l 0 


Method 


BLASTX 


NCBI GI 


g2894599 




9Q0 


E value 




lyjaT-cn xeny Ln 




St lH^TTt""l"t"\7 


u ^ 


LNV_^OX JJcoCXXpuXUIl 


\ r\j-i\J c. 0 0 ^ ) pLlLdLXvc pi. (J J.1J. j, ril. dJU J.UUpo J. 0 Llld J. Xdlid J 


Con Mn 


^ -J W U «J 


OCC^. XJJ 








NCBI GI 


gl351867 


BLAST score 


670 


Hi VclXUc 




lYiatcn. xeriyufi 


X 0 X 


3* T 4* T ^ t F 

ts xaenLXL.y 


QQ 


iNCoX uescxxpcxon 


aPTTM PYTHPT JiCiMTP 1 fRFTa — aPTTM^ "i^rr-i 7^^1794 ^ri901' 
r\\^ J. X LN f V-- 1 i vj ir XtriO LYt X ^ X ^ Dti i t\. iXLNj ■^9-'- 'DX/^fi ^UZUX. 




oeta acT-xn L^xxcecuxus grxseusj 


Q Q rt M 
0 ^15 . LN 0 , 






LIB3196-0 65-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


gl67367 


DXiriO i SCOXc 


fi 0 0 . 


E value 


1 00 — 4"^ 
X . fJ 0 


Matcn xenycn 


117 
XI/ 




74 


wupx, uescxxpTi.xon 


^XiUox^yj pexoxxaase [oossypxuin nxj.suuuirij 


0 C . LN U . 


^ 0 U J \J / . 


<^pa TO 


LIB3196-065-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


gl363944 


BLAST score 


669 


E value 


l.Oe-70 


Match length 


133 


% identity 


99 



NCBI Description 



type I keratin 16 - human >gi_1195531_bbs_172338 (S79867) 
type I keratin 16, K16 [human, epidermal keratinocytes. 
Peptide, 473 aa] [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230568 

LIB3196-065-P1-M1-H1. 

BLASTX 

g213'4996 

461 

3.0e-46 



33116 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

P identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



131 

JA ' • - 

desmoplakin I - human 

230569 

LIB3196-065-P1-M1-H11 

BLASTX 

g3885884 

613 

5.0e-64 

121 

94 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
230570 

LIB3196-065-P1-M1-H2 

BLASTX 

g72287 

601 

l.Oe-62 

116 

100 

beta-globulin A precursor (clone 94) - upland cotton 
(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 

230571 

LIB3196-065-P1-M1-H3 

BLASTX 

gll9350 

472 

2.0e-47 

103 

89 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11} - Arabidopsis 
thaliana '>gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

230572 

LIB3196-065-P1-M1-H4 

BLASTX 

g732893 

548 

2.0e-56 

130 

76 

(X85382) tobacco calretulin [Nicotiana tabacum] 
230573 

LIB3196-065-P1-M1-H6 

BLASTX 

g3128168 

388 

l.Oe-37 
114 



33117 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 . . - 

(AC004 521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana]. 

230574 

LIB3196-065-P1-M1-H7 

BLASTX 

gl345132 

533 

l.Oe-54 

123 

83 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_138 9566_dbj_BAA11869_ {D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 {AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

230575 

LIB3196-065-P1-M1-H8 

BLASTX 

gl26719 

397^ 

2.0e-50 > * 

106 

94 

T-LYMPHOCYTE MATURATION-ASSOCIATED PROTEIN 

>gi_88813_pir A29472 T-cell surface glycoprotein MAL, 

splice form a - human >gi_307157 (M15800) MAL protein [Homo 
sapiens] >gi_435478_emb_CAA54100_ (X76678) MAL-a [Homo 
sapiens] >gi_2654296_emb_CAA53809_ (X76220) MAL [Homo 
sapiens] >gi_4505091_ref_NP_002362 . l_pMAL_ mal, T-cell 
differentiation protein 

230576 

LIB3196-065-P1-M1-H9 

BLASTX 

g407942 

221 

4.0e-18 

63 

60 

(U02496) epoxide hydrolase [Solanum tuberosum] 
230577 

LIB3197-001-P1-M1-D12 

BLASTX 

gl351202 

665 

5.0e-70 

142 

89 

TUBULIN BETA CHAIN >gi_31298 9_emb_CAA42777_ (X60216) 
beta-tubulin [Glycine max] 



Seq. No. 
Seq. ID 
Method 



230578 

LIB3197-001-P1-M1-D7 
BLASTX 



33118 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72977 
■561 

8.0e-58 

126 

83 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



230579 

LIB3197-001-P1-M1-D8 

BLASTX . 

g549597 

201 

9.0e-16 

91 

44 

ATP-DEPENDENT RNA HELICASE DBP7 >gi_539330_pir S38093 

probable purine nucleotide-binding protein YKR024c - yeast 
( Sacch'aromyces cerevis iae ) >gi_4 8644 9_emb_CAA820 96_ 
(Z28249) ORF YKR024c [Saccharomyces cerevisiae] 



Seq. No. 


o "3 n c: Q n 


Seq. ID 


T TOOT m OA1 T^T HAl FN O 

LlBJiy /-uul-Pl-Ml-Dy 


Method ' 


BLASTX 


NCBI GI 


gl9316'47 . " 


nLAb i score 


T "7 


E value 


D . Ue-oD 


Match length 


102 


% identity 


DO ^ 


NCBI Description 


(U95973) endomembrane protein EMP70 prec 




[Arabidopsis thaliana] 


Seq. No. 


230581 


Seq. ID 


LIB3197-001-P1-M1-E1 


Method 


BLASTX 


NCBI GI 


gl403522 


BLAST score 


417 


E value 


6.0e-41 


Match length 


132 


% identity 


62 


NCBI Description 


{X57187) chitinase [Phaseolus vulgaris] 


Seq. No. 


230582 


Seq.' ID 


LIB3197-001-P1-M1-E10 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


567 


E value 


l.Oe-58 


Match length 


135 


% identity 


77 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


230583 


Seq. ID 


LIB3197-001-P1-M1-E11 


Method 


BLASTX 


NCBI GI 


gl890281 • 


BLAST score 


356 



33119 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score ' 
E value 
Match length 
% identity 
NCBI Description 



l.Oe-33 

123 

21 

(U89984) transformation-sensitive protein homolog 
[Acanthamoeba castellanii] 

230584 

LIB3197-001-P1-M1-E12 

BLASTX 

gl33940 

565' 

4.0e-58 
136 

82 • 

40S RIBOSOMAL PROTEIN S3A (SIA) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_einb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 



O c • LX w • 


^ J V/ ^ O 


Qc^ri T n 

oeq . 1 u 


T.TR*^! Q7-nni-P1 -Ml —Vf, 




BLASTX 






BLAST score 


335 


E value 


3.0e-31 


Match length 


81 


% identity 


77 


NCBI Description 


(AC003680) putative DNA binding protein [Arabidop: 




thaliana] 


Seq. No. . 


230586 


Seq. ID 


LIB3197-001-P1-M1-E7 


Method 


BLASTX 


NCBI GI 


gl743354 


BLAST score 


•287 


E value 


8.0e-26 


Match length 


62 ' 


% identity 


82 


NCBI Description 


(Y09876)^ aldehyde dehydrogenase (NAD+) [Nicotiana 


Seq. No. 


230587 


Seq. ID 


LIB3197-001-P1-M1-F5 


Method 


BLASTX 


NCBI GI 


g3947719 


BLAST score 


180 


E value 


3.0e-13 


Match length 


44 


% identity 


82 


NCBI Description 


(AJ012653) ribosomal protein S28 [Prunus persica] 



Seqv No. 
Seq. ID 
Method 
NCBI GI 



>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

230588 

LIB3197-G01-P1-M1-F6 

BLASTX 

gl710587 



33120 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



277 

2.0e-24 
95 

60 ■ 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi_1196897 (L4 6848) acidic 
ribosoinal protein PO [Glycine max] 

230589 

LIB3197-001-P1-M1-F8 

BLASTX 

g3721856 

492 

8.0e-50 

133 

64 

(AB014057) beta-Aitiyrin Synthase [Panax ginseng] 
230590 

LIB3197-001-P1-M1-G10 

BLASTX 

g437327 

352 

2.0e-33 
136 

53 . ' 

'(L04497) MYEi A; putative [Gossypium hirsutum] 
230591 

LIB3197-001-P1-M1-G11 . 

BLASTX 

g4574320 

192 

l.Oe-14 
62 

66 ■ ^' 

(AF117224) wound-induced protein WI12 [Mesembryanthertium 
crystallinum] 

230592 

LIB3197-001-P1-M1-G12 

BLASTX 

g4322563 

149 

2,0e-09 

111 

31 

(AF089838 ) phosphatidylglycerol/phosphatidylinositol 
transfer protein [Aspergillus oryzae] 

230593 

LIB3197-001-P1-M1-G4 " 

BLASTX 

g4210948 . 

555 

5.0e-57 

147 

77 



33121 



NCBI Description 



(AF085275) DnaJ protein [Hevea brasiliensis] 



Seq. No. 

Seq. * ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230594 " 

LIB319'7-001-P1-M1-G6 

BLASTX 

g2911060 

237 

6.0e-20 

96 

36 

(AL021961) putative protein [Arabidopsis thaliana] 
>gi_3297826_einb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230595 

LIB3197-001-P1-M1-G7 

BLASTX 

gll72874 

217 

l.Oe-17 

84 

54 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_4 7 9589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) -rd22 
[Arabidopsis thaliana] >gi_447134_prf_1913421A rd22 gene 
[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
^Match length 
% identity 
NCBI . Description 



230596 

LIB3197-001-P1-M1-G8 

BLASTX 

gll74592 

586 

8.0e-61 
111 

97 . - ^ 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230597 

LIB3197-001-P1-M1-G9 

BLASTX 

g2191150 

227 

l.Oe-18 
67 

81 ■ 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method . . 
NCBI GI 
BLAST score 
E value 



230598 

LIB3197-001-P1-M1-H8 

BLASTX 

gl20673 

534 

9.0e-55 



33122 



Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013_pir DEPJG glycer aldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X60346) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 

230599 

LIB3197-001-P1-M1-H9 , 

BLASTX 

g2231312 

196 

3.0e-15 
47 

81 • 

(U75603) AtRabl8 [Arabidopsis thaliana] 
230600 

LIB3197-002-P1-M1-A2 

BLASTX 

g3641252 ■ 

156 

2.0e7lO 

^104 
4 

(AF053127) 
domestical 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230601 

LIB3197-002-P1-M1-A5 

BLASTX 

g3869088 

535 

6.0e-55 

102 

99 

{AB019427) elongation factor-1 alpha [Nicotiana paniculata]' 

230602 ' 

LIB3197-002-P1-M1-A8 

BLASTX 

g3925703 

454 

2.0e-45 

127 

73 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
230603 

LIB3197-002-P1-M1-A9 

BLASTX- 

g3377831 

138 

l.Oe-08 

76 

38 



33123 



• NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Des_ae*ption 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF075598) similar to maize transposon MuDR mudrA 
(GB:M76978) [Arabidopsis thaliana] 

230604 

LIB3197-002-P1-M1-B12 

BLASTX 

g495725 

406 

4.0e-40 

82 

94 

(L25042) acetyl-CoA carboxylase [Medicago sativa] 



230605 

LIB3197-002-P1-M1-B2 

BLASTX 

g4455209 

347 

7.0e-33 

98 

76 

(AL035440) putative Proline 
[Arabidopsis thaliana] 

230606 

LIB3197-002-P1-M1-B3 

BLASTX 

g2832625 

360 

2.0e-34 

86 

79 

(AL021711) putative protein 



synthetase associated protein 



[Arabidopsis thaliana] 



230607 

LIB3197-002-P1-M1-B8 

BLASTX 

g3695406 

381 

5.0e-37 

111 

71 

{AF096373) similar to isoleucyl-tRNA synthetases 
[Arabidopsis thaliana] 

230608 

LIB3197-002-P1-M1-C10 

BLASTX 

g4240116 

349 

5.0e-33 

105 

67 

(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj_BAA74 838_ {AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 



33124 



O 6 • IN O . 


z 0 U OU _7 


C T Pi 


T Tn'51 07 — nn9 — PI —Ml — r*! 9 


Meunoa 


DT n CTY 
oLi/lbiA 


NCBI GI 


go y 1 ^ J y 4 


OT 7\ 0 T i-n ^ ^ n-i-t 
dJ-iAo 1 SCOic 


J M -7 


E value 




Match length 


78 


% identity 


82 
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0 • IN U • 


^ ^ yj \j 


<2£a/^ T n 

oeq* -LU 


T Q7 — 009 — Pi —Ml —CO 




RT.ASTX 


NCBI GI 


g3318611 


BLAST score 


205 


£j VaXUe 


4 • U C X D 


jyiaxicn xenytn 


Q4 


% identity 


^0 


wudi uescnption 


^rirjuxouDOj mx LOv-iionaxxaX pnospnaue ura-nopoxuex [oxycxne 




inax] 


beq. wo. 


9 ^;i 1 

^ D X X 


beq. lU 


T Tn'51 07 — noo — PI —Ml — r"*^ 
X( X D J X y / ~ u U Z ~ ir X M X ~u o 


Method 






rrl 7 0 ^f^l^ 

gx / ujd f 0 


BLAST score 


325- 


E value 


3. Oe-30 


iYiaL.cn xengun 


1 "^7 
xD f 


% identity 




NCBI Description 


L-tiJjXi JJXVXoXUlN L^IL-Xiti rKUitiXW ft O nUrlULiUva ^VAJjUoIIN ^^UiN i AXINXINHa 




trr\w i HjX LN n.\jvi\jLi\j\j } \v\^ir} -^gx oocLhou \u^\J4L xo } 




valosin~-cont aining protein [Glycine max] 


Q a rr M ^ 
0 6 q • In 0 • 


9 "^Of^l 9 

Z O U P X ^ 


beq. lU 


T TP'51 Q7 — 009- PI —Ml —C^ 
Xi X £5 O X y / U U ^ IT 1 iYl X D 


Method 


BLASTX 


NCBI GI 


g3335370 


d1j/\o i score 


1 R9 
xD ^ 


Hj Vdj-Ue 


^ Oii— 1 O 

D . ue X u 


Match length 


7 0 


i T ^\ 4^ ^ 4^ T r 

^ laenLity 




NCBI Description 


DKJ ) nypounet icax prouexn [Araoxoopsis unaxianaj 


0 e q . ln Q • 


^ 0\J\J X o 


beq. lu 


T TP'51 Q7 — nnO — PI —Ml —CQ 
XiXDOXi? / UUZ rrX iYlX L-O 


unuu. 


PT AQTY 


NCBI GI 


g2129499 


BLAST score 


521 


E value 


3.0e-53 


Match length 


109 


% identity 


91 


NCBI Description 


fiber protein E6 (clone CKE6-4A) - upland cotton 




>gi__1000086 (U30506) E6 [Gossypium hirsutum] 



33125 





oeCj. NO. 


o -3 n 1 A 




Seq. ID 


LIB3197-002-P1-M1-C9 




Method 


BLASTX 










BLiAbi score 


9 Q 
^ o ^ 




E value 


ft . ue^ u 
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X *3 O 




? laenuiLy 
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O e • IN U . 


^ O V D X J 




Seq. ID 


LIB3197-002-P1-M1-D4 




Method 


BLASTX 




LN ^ O X \3 X 


y ^ o vj X ^ ^ 






O X J 




E value 


J . ue 




Lxiaucn ±eny uri 


X X u 




% identity 




D 




vriruu/ooxj cy t opxasiuxc maxaue cienyaroy enase t^iea maysj 


3~ - 


o e q . ln o . 


^ O U D X D 




Seq. ID 


LIB3197-002-P1-M1-D6 - ■ 




Method 


BLASTX 






yfiOD/jXX 


PI 


DLiAo i score 


9 R 7 ' 




E value 


^ n £i _ 9 
D . Ue — D 




lYldUO 11 XdiyLil 


fiQ ' ^ 


- 


% laennty 


/ u 


i K_ 


JNUol uescripuion 


l/iL/UUDi70 D A putauive proxiein Kinase [AraDiaopsis maxianaj 


ri 


o e q . IN o . 


^ O U D X / 


M= 


Seq. ID 


LIB3 197-0 02 -P1-M1-D7 


O 


Method 


BLASTX 


□ 


NCBI GI 


g3236476 




BLAST score 


422 




E value 


.•:1..0e-41 




Match length 


87 




% identity 


99 




NCBI Description 


(AF071195) 26S protease regulatory subunit [Gossypium 



hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230618 

LIB3197-002-P1-M1-D8 

BLASTX 

g2465434 

332 

3.0e-31 

75 

85 

(AF022142) flavanone 3beta-hydroxylase [Petunia x hybrida] 



Seq,. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230619 

LIB3197-002-P1-M1-E11 

BLASTX ■ 

g3193301 

285 



3312*6' 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-25 - ^ 

124 

53 

(AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 (GB: AC002330) [Arabidopsis 
thaliana] 

230620 

LIB3197-002-P1-M1-E3 

BLASTX 

g2425066 

231 

9.0e-20 

53 

83 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
230621 

LIB3197-002-P1-M1-E4 

BLASTX 

g3309575 

227 

l.Oe-18 
67 

75 ■ ' 

(AF060553) calcium sensor homolog [Arabidopsis thaliana] 
>gi_4538989_emb_CAB39731. 1_ (Y18870) CBL4 protein 
[Arabidopsis thaliana] 

230622 

LIB3197-002-P1-M1-E5 

BLASTX 

g70753 

357 

2.0e-34 

77 

94 

histone H3 - garden pea >gi_82610_pir S00373 histone H3 - 

wheat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230623 

LIB3197-002-P1-M1-E7 

BLASTX 

g2738248 

391 

3.0e-38 

95 

83 

(U9720Q) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

230624 

LIB3197-002-P1-M1-F11 

BLASTX 

g4006893 

336 

l.Oe-31 ■ 



33127 



Match length 78 ' . . 

% identity. - 86 

NCBI Description-: CZ99708) aminopeptidase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230625 

LIB3197-002-P1-M1-F2 

BLASTX 

gl888485 

226 

2.0e-23 

72 

73 

(Y11749) dihydrof lavonol 4-reductase [Vitis vinifera] 
230626 

LIB3197-002-P1-M1-F6 

BLASTX 

g444791 

106 

8.0e-10 

70 

16 



NCBI Description ubiquitin [Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230627 ■ 

LIB3197-002-P1-M1-F9 - 

BLASTX 

gl703375 

649 

3.0e-68 

133 

96 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230628 

LIB3197-002-P1-M1-H11 

BLASTX 

g3334144 

206 

l.Oe-16 

62 

66 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA1318 1_ 
(D86925) C-type cyclin [Oryza sativa] 

230629 

LIB3197-002-P1-M1-H4 

BLASTX 

gl399450 

105 

2.0e-12 

54 

74 

(U47660) beta-tubuiin 2 [Lupinus albus] 



Seq. No. 



230630 



33128 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



niB3197-002-Pl-Ml-H5 

BLASTX 

g3334144 

203 

l.Oe-17 

67 

71 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 

230631 

LIB3197-002-P1-M1-H6 

BLASTX 

g2493046 

273 

3.0e-24 

83 

66 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir ^A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta* chain precursor - sweet potato 
>gi_217938^dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230632 

LIB3197-002-P1-M1-H7 

BLASTX 

g2811278 

4 78 

3.0e-48 

104 

85 

(AF043284) expansin [Gossypium hirsutum] 
230633 

LIB3197-002-P1-M1-H9 

BLASTX 

gl36739 * 

287 . 

6.0e-26 

68 

81 

UTP--GLUC0SE-1-PH0SPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOS PHORYLASE ) (UDPGP) >gi_6706 l_pi r XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

230634 

LIB3197-003-P1-M1-A1 

BLASTX 

g232024 

247 

l.Oe-21' ■ 

50 

98 

PROTEIN E6 >gi_421806_pir A4 6130 fiber protein - upland 



33129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

230635 

LIB3197-003-P1-M1-A2 

BLASTX 

g2497753 

370 

2.0e-35 
123 

54 . 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ...identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST. score 

E-'^Value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. TD 
Method 
NCBI GI 
BLAST score 



230636 

LIB3197-003-P1-M1-B1 

BLASTX 

g3387808 

160 

7.0e-ll 

134 

27 

(AF035251) tripeptidyl peptidase II; dTPP II; 
subtilisin-like serine protease [Drosophila melanogaster ] . 

230637 

LIB3197-003-P1-M1-B9 

BLASTX 

g585204 

397 

9.0e-39 

81 

91 

GLUTAMINE., SYNTHETASE ROOT ISOZYME 4 (GLUTAMATE--AMMONIA 

LIGASE) (GS107) >gi_481809_pir S39480 glutamate — ammonia 

ligase ■ (EC 6.3.1.2) 1-4, cytosolic - maize 

>gi_434330_emb_CAA46722_ (X65929) glutamine synthetase [Zea 
mays] 

230638 

LIB3197-003-P1-M1-C3 

BLASTX 

g3056595 

340 

5.0e-32 

121 

56 

{AC004255) T1F9.16 [Arabidopsis thaliana] 
230639 

LIB3197-003-P1-M1-D1 

BLASTX 

g3687250 

168 



33130 



E value ^• 
Ma.tch length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 
Seq. ID 
Method 
NCBI GI 



7.0e-12 
45 

69 ■ 

(AC005169) putative arginine n-methyltransf erase 
[Arabidopsis thaliana] 



230640 

LIB3197 

BLASTX 

g267069 

497 

2.0e-50 

91 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



■003-P1-M1-D2 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



230641 

LIB3197-003-P1-M1-D8 

BLASTX 

gl31770 

355 

8-.0e-34 

100 

64 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12). >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

230642 

LIB3197-003-P1-M1-E1 

BLASTX 

g3901268 

221 

5.0e-18 

132 

34 

{AF060173) SV2 related protein [Rattus norvegicus] 
230643 

LIB3197-003-P1-M1-E11 

BLASTX 

g4580389 

405 

9.0e-40 

104 

71 

(AC007171) unknown protein [Arabidopsis thaliana] 
230644 

LIB3197-003-P1-M1-E2 

BLASTX 

g267069 



33131 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



676 

2.0e-71 

126 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match .;length 

% identity 

NCBI Description 



230645 

LIB3197-003-P1-M1-E3 

BLASTX 

g4455202 

219 

7.0e-18 

75 

57 

(AL035440) putative APG protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230646 

LIB3197-003-P1-M1-E5 

BLASTX 

g3334320 

518 

8.0e-53 

114 

93 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosome-associated protein p4 0 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230647 

LIB3197-003-P1-M1-E9 

BLASTX 

g2706450 

275 

2.0e-24 

71 

77 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230648 

LIB3197-003-P1-M1-F1 

BLASTX ■ 

gl694621 

415 

l.Oe-40 

118 

71 

(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 
230649 

LIB3197-003-P1-M1-F2 

BLASTX 

gl483218 

271 

6.0e-24 



33132 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



63 

79 : 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] 

230650 

LIB3197-003-P1-M1-F5 

BLASTX 

g729470 

182 

l.Oe-13 

75 
56 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2 977 98_emb_CAA7 9702_ 

(Z214 93) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

230651 

LIB3197-003-P1-M1-G10 
BLASTX 
,g4467153 
4'39 

2.0e-43 

104 

81 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] * ^ 

230652 

LIB3197-003-P1-M1-G3 

BLASTX 

g3080426 

288 - 

6.0e-26 

99 

55 

(AL022604) putative protein [Arabidopsis thaliana] 
230653 

LIB3197-003-P1-M1-G4 

BLASTX 

g3298555 

247 

5.0e-21 

54 ■ 
83 

(AC004 681) putative homeobox protein, 3* partial 
[Arabidopsis thaliana] 

230654 

LIB3197-003-P1-M1-G8 

BLASTX 

g232031 

188 



33133 



E value 
Match length 
%; identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-14 

65 

52 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta 
[Oryza sativa] 

230655 

LIB3197-003-P1-M1-H4 

BLASTX 

g2781433 

729 

l.Oe-77 

142 

94 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 

230656 

LIB3197-003-P1-M1-H5 

BLASTX 

g2281115 

599 

3.0e-62 

123 

89 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



230657 

LIB3197-004-P1-M1-A10 

BLASTX 

g4309698 

166 

l.Oe-11 

.56 
66 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230658 

LIB3197-004-P1-M1-B1 

BLASTX 

g2832625 

215 

6.0e"35 

95 

79 

(AL021711) putative protein [Arabidopsis thaliana] 
230659 

LIB3197-004-P1-M1-B2 

BLASTX 

g2736147 

403 

2.0e-39 



33134 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 

71 ' . 

(AF021804)" fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAHl [Arabidopsis thaliana] 

230660 

LIB3197-004-P1-M1-B4 

BLASTX 

g2463666 

450 

5.0e-45 

85 

100 

(AF006490) 
hirsutum] 



adenine nucleotide translocator 2 [Gossypium 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



230661 

LIB3197-004-P1-M1-B5 

BLASTX 

g3046700 

196 

2.0e-15 

62 

66 

{AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi_3093276_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 {AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 





Seq. No. 


230662 




Seq. ID 


LIB31 97-004 -P1-M1-B6 




Method 


BLASTX 




NCBI GI 


. gl587206 




BLAST score 


521 




E value 


3.0e-53 




Match length 


110 ■ 




% identity 


95 




NCBI Description 


T complex protein [Cuciomis sativus] 




Seq. No. 


230663 




Seq. ID 


LIB3197-004-P1-M1-B9 




Method 


BLASTX 




NCBI GI 


g87765 




BLAST score 


146 




E value 


l.Oe-09 




Match length 


56 




% identity 


52 




NCBI Description 


hypothetical LI protein (third intron 






>gi_364964_prf 1510254A LI repetitive 






sapiens] 




Seq. No. 


230664 




Seq. ID 


LIB3197-004-P1-M1-C12 




Method 


BLASTX 




NCBI GI 


g2462746 




BLAST score 


629 



33135 



i_j V O. J- Li C 


8.0e-66 






136 






85 




MPRT np ^ p T "i Ttl" "i on 

IN^OX L^CO^XX L. X ^ 1 1 


(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 




Secj. No. 


230665 




^^pn ID 


LIB3197-004-P1-M1-C4 




Method 


BLASTX 




NCBI GI 


□4580523 




BLAST score 


275 




R Vr5 1 IIP 


2 . Oe-24 




I iCl L^ii XCil^L-ll 


113 




% "i riPTTt" 1 v 

o XV^dlLXUj^ 


51 




NPRT Dp R PT "i nl" 1 on 


(AF036305) scarecrow-like 8 


[Arabidopsis thaliana] 


Sea No 


230666 




Seq. ID 


T.TR^I Q7-nn4-Pl-Ml -r7 

XJ X. !_/ A. ^ f W V-/ i XX. 1 J X / 




Method 


RLASTX 




NCBI GI 


CT4S10383 




BLAST score 


199 




F* T7^5 1 -n P 
Xj V dx Lie 


7 np-1 fi 




Mai"(^H 1 pnrfhl^ 


78 


■3 


Sr 'iHpn'l~i'l"\7 

a X^UC?ll.LXLy 


58 




Nir^R T np^r'TiTi+'i on 


(AC007017^ unknown orotein 


r Arab i cioD*=? is th^^lianal- 


O C ^ • ^ • 


230667 




Seq. ID 


LT R3 197-0 04 -P1-M1-C8 

XJ J, ^ JL J f \J \J ^ XX LiX \^\J 




Mpt hod 


RT.A^TX 

OXirlOX/\ ^ 




NCBI GI 






BLAST score 


425 




R va 1 IIP 
xj V CI -l m c 


np-4? 




M^S'hr^h 1 pnrT"t~h 

LidLL'il XdiV^Lll 


X o u 




9t "1 Hpnl" "1 I" \/ 

^ XUC7iILXLy 


60 




KfPRT Dp <?PT" 1 ot* 1 on 

iN^,^OX L/C?OLrXX^LXUli 


fAC004684) Dutative ribotol 


dehvdroaenase FArabd donsi s 




thaliana] 




Spa No 


230668 




Sea ID 


T.TR31 Q7-nn4-Pl -Ml -Dl 

XlXO^X^/ \J \J *± E^X LiX L^X 




Method 


RT A qfpY 
OxjrlO i. ^ 




NCBI GI 


□2832680 




RTiAST score 


4 43 




R ■^T';^ 1 n P 
ill V a. X Lie 






Ma ^ oVi 1 pn/^i"h 

lid L ^11 Xdi^L.11 


131 




% idpntitv 


39 




MCRT Dp Q r* y* 1 o1~ "i on 

i-N^OX LyCOL'XX^LX^ii 


(AL021712) putative protein 


[Arabidopsis thaliana] 


Sea No 


230669 




Spo TD 

CL^ • XL/ 


LIB3197-004-P1-M1-D3 




Method 


BLASTX 




NCBI GI 


g3128176 




BLAST score 


347 




E value 


9.0e-33 




Match length 


116 




% identity 


57 




NCBI Description 


{AC004521) unknown protein 


[Arabidopsis thaliana] 



33136 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

'Seq. No. 
Seq.:^ ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



230670 

LIB3197-004-P1-M1-D4 

BLASTX 

g2506139 

336.. 

l.Oe-31 

76 

87 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

230671 

LIB3197-004-P1-M1-D5 

BLASTX 

g3885329 

203 

6.0e-25 

74 

84 

(AC005623) alien-like protein [Arabidopsis thaliana] 
230672 

LIB3197-004-P1-M1-E1 

BLASTX 

g3097321 

187 ■ 

5.0e-14 

88 

43 

(AB013289) Bd 30K [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230673 

LIB3197-004-P1-M1-E2 

BLASTX 

gl408471 

455 

2.0e-45 

102 

79 

(U48938) 
thaliana] 
factor 1 



actin depolymerizing factor 1 [Arabidopsis 
>gi_3851707 (AF102173) actin depolymerizing 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230674 

. LIB3197-004-P1-M1-E3 

BLASTX - . 

g862640 

393 

2.0e-38 

82 

91 

(U20182) MADS-box protein AGLll" [Arabidopsis thaliana] 
>gi_4 538 999_emb_CAB39620.1_ (AL049481) MADS-box protein 
AGLll [Arabidopsis thaliana] 



Seq. No. 



230675 



33137 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-0d4-Pl-Ml-E7 

BLASTX 

g2832682 

156 ■ . ^• 

8.0e-ll 

66 

61 

(AL021712) hypothetical protein [Arabidopsis thaliana] 
230676 

LIB3197-004-P1-M1-F1 

BLASTX 

gll70898 

588 

5.0e-61 

139 

85 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_629659_pir S44167 malate dehydrogenase, mitochondric 

- cider tree >gi_473206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 

230677 

LIB3197-004-P1-M1-F11 

BLASTX 

g2 9824 56 

504 

3.0e-51 

125 

76 

(AL022223) putative protein [Arabidopsis thaliana] 
230678 

LIB3197-004-P1-M1-F12 

BLASTX 

g2982456 

165 ' ,s 

7.0e-12 

62 - ' 
50 

(AL022223) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230679 

LIB3197-004-P1-M1-F2 

BLASTX 

g2791834 

606 

4.0e-63 

120 

97 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
230680 

LIB3197-004-P1-M1-F8 

BLASTX 

g401011 

454 



33138 



E value 


9 Ho— 4 

z . ue 4 o 


Match length 


119 


% identity 


82 


IN O O X l^C OOI.J.^L.XU11 


nMA-nTRrPTFT) RMA POT.YMPRA9F TT T.ARf^F^^T ciriRriMTT n/FRCiTHM 




"^rri 97Q^'^^ r^i T- .THMn^ HMA — H -i 7*00+- oH RMA -r^ol ^Tmar-a co /TTr* 
^'UX fj^OJ pXX UiyLTlU^ UlMrl UXXc^L^UcU £\LNr\ ^UX ylllcX aoc V 




9 "7 T TT 1jiT~/^oct^ r^Viain /troT^cnon 9\ — AT*iaV^"lHoioeic 
^» r • / .U/ XX XdXyCOL. ^llClXIi \VCXOX^il r\l. dJijXUvJL^O Xo 








0 0 1 \/m oT'^iQO rAT"AV^T Hor^Qi q ^ha1 i anal 
^wxyiLicxooc ^ r\x duxuvj^o X 0 uiictx xctiid j 




230681 


Seq. ID 


LIB31 97-004 -P1-M1-F9 


M^i" V^o/^ 


OXiAO 1 A. 


NPRT Gl- 


a401011 

U ^ u X X X 


D u/^o 1 o (J X 


14 4 

X T T 


Hi VdXUc 


U . U C XX 


Match length 


85 


% identity 


53 


NPRT npciPT "i nl" 1 on 


DNA-DIRECTED RNA POLYMERASE 11 LARGEST SUBUNIT (VERSION 




97QS'^'^ n-i T .THMFT^ DMA — H i r-or^-hoH RMA r^o 1 \7mo-ra qo / PP 




^ * 1 * 1 t \j } XX XdxycoL L'ildXXl v vcxoXUIl rixdDXClUf-'oXo 




thaliana >ai 16494 emb PAA36735 fXS2494^ DMA-di rprtpd ] 




■oo 1 \/TTi ova^o rAT*al^iHoocTc; +"HaVSanal 
^wxyiufesx doc [rix duxuu^o x b uiidx xdlld j 


Cori Mo 






XlXO^X?/ xX iiX 0*3 


Method 


BLASTX • 


NCBI GI 


gl220196 


RT ACT cr'OT^o 


4 nn 

4 U U 


Ci vaxue 


>J ■ U c *4 J 


Kyi ^ 1 1^ ^ 

LYiaucn xenyufi 


111 
XXX 


^ XUCliL.XL.y 


7 Q 


LNk^DX Uc t) Ux Xp L XUll 


VUff^UDX^ dXL.(JIlDX vxciiyUx (jy til Ido c £.0. L oOia oypXUIll flxX oUUlXlllJ 


Ccirr Mo 


2 30 68 3 

^ W U (J -.J 


OCS^^ ■ X 


T.TR31 Q7-nn4-Pl -Ml -n6 

XtXO^X^/ XX LiX OU 




RT A<^Ty 


LN ^ O X X 


y *i X f \j 




58 9 


E value 


4 .Oe-61 


Match length 


119 


^ xu.cii L. X L, y 




lN\_/DX UeSCx XpLXOil 


m rTTAMTMTT Q VMTHPT A QIT MOHrTT TT TQri7YMTr ^^^:TTTTAMATF AMMPlMTA 




XiX vjrioxj } I ^5-1- X/UDO/ 1 xjD } y xu Udiuxne s ynL.neL.d5e 




r\7-i rrna a oon n -H -i -FoT-i a 1 "^rri IDQ^RRn o-r-F 91^f^4^QA (^1 n 

[vxyrid dconx L.X X ox id J '^yx xu!?40ju pxx ^xuDfiU-/r\ oxn 




o \fT\ "t'V^Q'Haoo r\7"!<^na a^onii"'! "Folia! 

oyiiL.ncL.doc L vxyiid doonxi,xxL;xxd j 


QpkO Mo 


2 3068 4 

t. O W U O 


Seq. ID 


LIB3197-004-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


g2642429 


BLAST score 


306 


E value 


6,0e-28 


Match length 


134 


% identity 


53 



NCBI. Description (AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 



33139 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230685 

LIB3197-004-P1-M1-G8 

BLASTX 

g462253 

289 * 

3.0e-26 

89 

67 

TRANSCRIPTIONAL REGULATOR PROTEIN HCNGP 

>gi_284 975_pir S26660 HCNGP protein - mouse 

>gi_57912_emb_CAA48198_ (X68061) HCNGP [Mus musculus] 

230686 

LIB3197-004-P1-M1-G9 

BLASTX 

g401322 

625 

2.0e-65 

127 

96 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 {L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230687 

LfB3197-004-Pl-Ml-H10 

BLASTX 

g4539543 

363 

6.0e-35 

94 

74 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



230688 

LIB3197-004-P1-M1-H2 

BLASTX 

gl518540 < 

416 

5.0e-41 

92 

87 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



230689 

LIB3197-004-P1-M1-H3 

BLASTX 

g3869088 

536 

5.0e-55 

103 

99 

{AB019427) elongation factor-l alpha [Nicotiana paniculata] 



Seq. No. 
Seq. ID 



230690 

LIB3197-004-P1-M1-H9 



33140 



Method BLASTX 

NCBI GI g4454dl2 

BLAST score 180 

E value 2.0e-13 

Match length 49 ' 

% identity 69 

NCBI Description (AL035396) Pollen-specific protein precursor like 

[Arabidopsis thaliana] 

Seq. No. 230691 

Seq. ID LIB3197-005-P1-M1-A1 

Method BLASTX 

NCBI GI g4455293 

BLAST score. 387 

E value 2.0e-37 

Match len'gth 89 

% identity 91 

NCBI Description {AL035528) putative protein [Arabidopsis thaliana] 

Seq. No. 230692 

Seq. ID LIB3197-005-P1-M1-A10 

Method BLASTX 

NCBI GI g2760334 

BLAST score 241 

E value 2.0e-20 

Match length 86 

% identity 55 

NCBI Description {AC0^02130) F1N21.5 [Arabidopsis thaliana] 

Seq. No. 230693 

Seq. ID LIB3197-005-P1-M1-A11 

Method BLASTX 

NCBI GI gl076627 

BLAST score 219 

E value 7.0e-18 

Match length 78 

% identity 62 - 

NCBI Description c7inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 

>gi_790479_emb_CAA58701_ JX83730) inorganic pyrophosphatase 
[Nicotiana tabacum] 

230694 

LIB3197-005-P1-M1-A2 
BLASTX 
gl351856 
454 

2.0e-45 
108 
84 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 

Seq. No. 230695 

Seq, ID LIB3197-005-P1-M1-A4 

Method BLASTX 

NCBI GI gl346180 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33141 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



386 

2.0e-37 

86 

85 

GLYCINE-RICH RNA-BINDING PROTEIN GRPIA >gi_4 96233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 

230696 

LIB3197-005-P1-M1-A5 

BLASTX 

g464840 

441 

7.0e-46 

105 

87 

TUBULIN ALPHA-1 CHAIN >gi_421781_pir S32666 tubulin 

alpha-1 chain - fern (Anemia phyllitidis) 
>gi_296494_emb_CAA48927_ (X69183) alpha tubulin [Anemia 
phyllitidis] 

230697 

LIB3197-005-P1-M1-A8 

BLASTX 

g3377797 

471 

2.0e-47 

110 

84 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

230698 

LIB3197-005-P1-M1-A9 ' 

BLASTX 

g2501565 

223 

3.0e-18 

83 

49 

HYPOTHETICAL 40.2 KD PROTEIN IN CTF13-YPK2 INTERGENIC 

REGION >gi_1078518_pir S55087 hypothetical protein YMRlOlc 

- yeast (Saccharomyces cerevisiae) >gi_854438_emb_CAA8 9902_ 
(Z49807) unknown [Saccharomyces cerevisiae] 

>gi_4126459_dbj_BAA36578_ (AB0134 98) cis-prenyltransf erase 
homologue [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230699 

LIB3197-005-P1-M1-B1 

BLASTX • 

g62358g 

237 

3.0e-20 
47 



33142 



% identity 

NCBi Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 ' 

(L29273); putative [Nicotiana tabacum] 
230700 

LIB3197-005-P1-M1-B11 

BLASTX 

g4371285 

234 

2.0e-19 

122 

43 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
230701 

LIB3197-005-P1-M1-B12 

BLASTX 

gl658193 

690 

6.0e-73 
156 

79 . 

(U74319) 
bicolor] 



obtusifoliol 14-alpha demethylase CYP51 [Sorghum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST^. score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230702 

LIB3197-005-P1-M1-B2 

BLASTX 

g3128168 

461 

3.0e-46 

131 

59 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

230703 

LIB3197-005-P1-M1-B3 

BLASTX 

g4580394 

231 

3.0e-19 

101 

45 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 

230704 ' 

LIB3197-005-P1-M1-B4 

BLASTX 

g2347199 

241 

6.0e-21 
56 

80 • - " 

{AC002338) protein kinase isolog [Arabidopsis thaliana] 



Seq. No. 



230705 



33143 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-005-P1-M1-B5 

BLASTX 

gl25077 

675 

3;0e-71 

136 

99 

KERATIN, TYPE I CYTOSKELETAL 13 {CYTOKERATIN 
13) >gi_71526_pir KRHU3 keratin 13, type I, 



long form - human >gi_34033_emb_CAA32786_ 
13 [Homo sapiens] 



13) (K13) (CK 
cytoskeletal, 
(X14640) keratin 





Seq. No. 


230706 




Seq. ID 


LIB3197-005-P1-M1-B6 




Method 


BLASTX 




NCBI GI 


g4455246 




BLAST score 


311 




E value 


2.0e-28 


o 


Match length 


89 




% identity 


66 


01 


NCBI Description 


(AL035523) putative protein [Arabidopsis thaliana] 


m 


Seq. No. 


230707 




Seq. ID 


LIB3197-005-P1-M1-B9 




Method 


BLASTX - • tf- 




NCBI GI 


g2500521 




BLAST score 


226 


Si 


E value 


l.Oe-18 




Match length 


51 




% identity 


84 




NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-15 (EIF-4A-15) 



>gi_485945_emb_CAA55739_ (X79138) NeIF-4A15 [Nicotiana 
tabacum] 



Seq. No. 


230708 


Seq. ID 


LIB3197-005-P1-M1-C2 


Method 


BLASTX 


NCBI GI 


. g3869088 


BLAST score 


552 


E value 


7.0e-57 


Match length 


105 


% identity 


100 


NCBI Description 


(AB019427) elongation 


Seq. No. 


230709 


Seq. ID 


LIB3197-005-P1-M1-C4 


Method 


BLASTX 


NCBI GI 


g4538923 


BLAST score 


287 


E value 


3.0e-46 


Match length 


148 


% identity 


68 


NCBI Description 


(AL049483) predicted ] 



■1 alpha [Nicotiana paniculata] 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



230710 

LIB3197-005-P1-M1-D1 



33144 



Method 


BLASTX ... ■ 




gyyyyz 


BLAST score 


231 


E value 


8.0e-20 


Match lengtn 


Of 


% identity 


DO 


NCBI Description 


protein disulf ide-isomerase (EC 5.3.4.1) precursor 




aitaira (clone Bzj >gi iDD4io (Mo^y/J) putative 




endomembrane protein; putative [Medicago sativa] 


oecj . wo . 


Z jU / 1 1 


oeq . 1 u 


T Q7_nnc;_Di —mi — m i 

ijlDjlZ7/ UU0 £rl LYll Ull 


Method 


BLASTX 


NCBI GI 


g2292917 


BLAbi score 


^ o o 


E value 


0 . Ue- /-^ 


Match length 


ICC 

155 


% identity 


O J 


NCBI Description 


(xyyyol) galactokmase [Arabidopsis thaliana] 


beq. NO. 


^; ju / 


Seq. ID 


T T o o 1 m Arte oT KJti r>i o 

LIBJiy /-U05-P1-M1-D1<^ 


Method 


BLASTX 


NCBI GI^ 


g2292917 


BLAST score 


o n o 


E value 


o . Ue-zl 


Match length 


93 . . 


% identity 


65 


NCBI Description 


(X99851) galactoKinase [Arabidopsis thaliana]. 


beq. JNO. 


O O n "7 1 O 


beq. ID 


LIBol y /-UU5-P1-M1-E10 


Method 


DLiAb i A 


NCBI GI 


g4467144 


BLAST score 


442 


E value 


7 . Oe-4 4 


Match length 


T A 1 

101 


% identity 


79 


NCBI Description 


{AL035540) putative phosphatidylinositol synthase 




[Arabidopsis thaliana] 


Seq. No. 


O O A T 1 A 

zoU / 1 4 


Seq. ID 


LIB319 /-005-P1-M1-E4 


Method 


BLASTX 


NCBI GI 


g4454472 


BLAST score 


TOO 

loo 


E value 


4 . Oe-14 


Match length 


■ 104 


% identity 


A O 

4 J 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


230715 


Seq. ID . 


LIB3197-005-P1-M1-E5 


Method 


BLASTX 


NCBI GI 


g4454472 


BLAST score 


177 


E value 


9.0e-13 



33145 



Match length 


1 6 


% Identity 




NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana 


Seq. No. 




becj. lu 


T Tmi Q7— nn^— PI —mi — fi 


Method 


BLASTX 


NCBI GI 


g2613143 


bLAoi score 




E value 


c n A — 9 "5 


Match lengtn 


7 9 


% identity 


1 9 


NCBI Description 


tArUoUD4oj uUDuiin [uryza sauivaj 


beq . NO . 


Z J U / J. / 


beq. ID 


Lib Jl y / — UUO~ir l~Ml~i: lU 


Method 


BLASTX 


NCBI GI 


g2465434 


bJ-iAoi score 


9*7 9 


E value 


6 , ue-^4 


Match length 


DO 


% identity 


R 9 


NCBI Description 


(AeUzz14Z) iiavanone oDeta-nyaroxyiase L^^tunia , 


beq, NO. 


9 n lift 


Seq. ID 


Lib jiy / -UUD-r 1-Mi-r o 


Method 


bLAb i A 


NCBI GI 


g3360289 


BLAST score 


209 


E value 


1 . ue— 1 D 


Match length 


DD 


% identity 


DO 


NCBI Description 


(AF023164) leucine-rich repeat transmembrane pro 




1 [Zea mays] 


beq. NO. 


9 '5 m 1 Q 


oeq. lu 




Method 


■ BLASTX 


NCBI GI 


g232024 


BLAST score 


618' 


E value 


l.Oe-64 


Match length 


116 


% identity 


100 



NCBI Description 



PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230720 

LIB3197-005-P1-M1-G11 

BLASTX 

g3702368 

589 

4.0e-61 

150 

73 



33146 



NCBI Description (AJ001855) alpha subunit of F-actin capping protein 





1. AraiJiQops 1 5 tnaiianaj 


oc:v^ • L\\j * 


230721 


G^n TV) 


±J J. Lj J J t \J \J ■tj L d, LiX 


Method 


BLASTX 


NCBI GI 


gl67324 


DljrxO 1. js^KJi^Ks 




Cj VdXUc 


8 no-21 








^ u 




\v'iy£.uD±} J oLdiL. oii_e 15 putauive/ pucac 




11 1 X O U L IIIU J 


O C • IN U . 


^ J u / ^ ^ 


Can in 


J_lXO.JX7/ \J\J ^ IT-L LIJ. 




RT.A^TX 


NCBI GI 


g548774 


BLAST score 


310 


III V cL X Ucr 




N^^4~/^r^ 1 J- 1 T-> j"» 4- t-t 






7 9 


LN^Dl L>c o v-rl 1^ L. 1 (Jl 1 


DUO iNl DwOwL*lrtli IT I\wlIiilLN 1j f r\ -^Ul ^4^X^O jUll 




prouein 1j / a iioe -^yi jUjooo cldj DrvHUZio 




riDosoinai protein Ii/h. [uryza sativaj 


o e q . ln o • 


9 -3 n 7 9 T 


Seq. ID 


LIB3197-005-P1-M1-G9 


Method 


BLASTX 


LNk^Dl Ol 




QT ZiQT* eoor*o 


141 
1 f± 1 


E value 






4 n 


^ iaenT-iT,y 


D O 


iNUDi uescripuion 


\i\Lj\j o x^oo } puT-amve prorem [AraDiuopsis. 


O C q • LN u • 


9^0794 


Seq. ID 


LIB3197-005-P1-M1-H1 


Method 


BLASTX 


LN D 1 0 1 


rrl ^Rn*^Rn 


DLir\0 i. oOOlS 


zoo 


III Value 




L*ICtLv_lL IcLLt^Lll 


7 9 


^ laenuiuy 


DO 


LNL^oi uescnpuion 


DUo IS. 1 DUo WiYlrili ir KUIEjILn lil 


Qorr T<Io 
ot;q • LNvj • 


9 ^07 9 R 


Seq. ID 


LIB3197-005-P1-M1-H10 


Method 


BLASTX 


NCBI GI 


g3914191 


BLAST score 


262 


E value 


8.0e-23 


Match length 


133 


% identity 


42 


NCBI Description 


UDP-N-ACETYLGLUCOSAMINE— PEPTIDE 



S38360 ribosomal 
5 (D12631) 



N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT (0-GLCNAC 
TRANSFERASE PllO SUBUNIT) >gi_1931579 (U76557) 0-GlcNAc 



33147 



transferase, pllO subunit [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. 'ID 

Method 

NCBI GI ^ 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230726 

LIB3197-005-P1-M1-H6 

BLASTX 

g2811278 

381 

8.0e-37 
115 
.64 

(AF043284) expansin [Gossypium hirsutum] 
230727 . 

LIB3197-005-P1-M1-H7 

BLASTX 

g3212869 

333 

2.0e-32 

94 

77 

(AC004005) unknown protein [Arabidopsis thaliana] 
230728 

LIB3197-006-P1-M1-A12 

BLASTX 

gl020315 

227 

l.Oe-18 

143 

38 

(U36310) glycerol-3-phosphate dehydrogenase [Homo sapiens] 
>gi_1389721 (U40367) glycerol-3-phosphate dehydrogenase 
[Homo sapiens] 

230729 

LIB3197-Q06-P1-M1-A2 

BLASTX. ; . 

gl666234 ' ' - 

433 

6.0e-43 

82 

99 

(U76193) actin [Pisum sativum] >gi_1724143 {U81049) actin 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230730 

LIB3197-006-P1-M1-A3 

BLASTX 

g2924520 

451 

4.0e-45 

109 

81 

(AL022023) plasma membrane intrinsic protein (SIMIP.) 
[Arabidopsis thaliana] 



Seq. No. 



230731 



33148 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Gl" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-006-P1-M1-A4 

'Blastx 

g2245128 

420 * 

3.0e-41 

133 

62 

(Z97344) peroxidase [Arabidopsis thaliana] 
230732 

LIB3197-006-P1-M1-A5 

BLASTX 

g4098129 

370 

2.0e-35 

70 

100 

(U73588) sucrose synthase [Gossypium hirsutum] 
230733 

LIB3197-006-P1-M1-A6 

BLASTX 

g2245128 

409 

5.0e-40 - 

1*12 

67 

{Z97344) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230734 

LIB3197-006-P1-M1-B1 

BLASTX 

g4097579 

413 

l.Oe-40 

89 

84 

{U64 922) NTGPl [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230735 

LIB3197-006-P1-M1-B10 

BLASTX 

g4572679 

458 

9.0e-46 

121 

71 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI' GI 
BLAST • score 
E value 
Match length 



230736 . 

LIB3197-0Q6-P1-M1-B11 

BLASTX 

g2662343 

639 

5.0e-67 
125 



33149 



% identity 

NCBI Description 



98 

(D63581) EF-1 alpha [Oryza • sativa] 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230737 

LIB3197-006-P1-M1-B12 

BLASTX 

g2829206 

147 

3.0e-09 

31 

90 

(AF04 4205) proline-rich protein precursor [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230738 

LIB3197-006-P1-M1-B3 

BLASTX 

g2895576 

158 

l.Oe-10 

118 

26 

(AF041337.) vacuolar ' proton pump subunit SFD beta isoform 
[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



230739 

LIB3197-006-P1-M1-B4 

BLASTX 

g2342727 

175 

l.Oe-12 

47 

64 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
230740 

LIB3197-006-P1-M1-B6 

BLASTX 

g2623310 

296 

8.0e-27 

77 

74 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 

230741 

LIB3197-006-P1-M1-B7 

BLASTX 

g3860308 

158 

l.Oe-10 

41 

76 

(AJ012681) hypothetical protein [Cicer arietinum] 



33150 



Seq. No._ 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230742 

LIB3197-006-P1-M1-C1 

BLASTX 

g3024703 

289 

4.0e-26 

77 

74 

PROBABLE T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) 
(CCT-ETA) >gi_2104461_enib_CAB08778_ (Z95397) Cct7p 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230743 

LIB3197-006-P1-M1-C10 

BLASTX 

gl718097 

520 

5.0e-53 

143 

66 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA4 1 ) ^,>gi_626048_pir ^A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^-006-Pl-Ml-Cll 
JO 



230744 
LIB3197- 
BLASTX 
g388178C 
152 

5.0e-10 

103 

38 

(Z48638) similar to lipid transfer protein [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230745 - 

LIB3197-006-P1-M1-C12 

BLASTX 

g3269288 

490 

2.0e-49 

133 

74 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. -230746 
Seq. ID LIB3197 
Method BLASTX 
NCBI GI g387387 
BLAST score 156 
E value 6.0e-ll 
Match length 36 . 

% identity 69 
NCBI Description (Z81030 
yk436a5 



-006-P1-M1-C2 



) cDNA EST CEMSC4 5R comes from this gene; cDNA EST 
.3 comes from this gene; cDNA EST yk436a5.5 comes 



33151 



from this gene [Caenorhabditis elegans] 



Seq. No. 


230747 


Seq. ID 


LIB3197-006-P1-M1-C4 


Method 




NCBI GI 


g J / / buu y 


BLAST score 


bU / 


E value 


o . ue DO 


Match length 


lou 


% identity 


T A 


NObi uescription 


^riJUlUftDO^ KlNri OeXJ-CaSc [riJ. alJ J.QOpS J. S LnaJ.la.na J 


Seq. No. 


230748 


Seq. ID 


LIB3197-006-P1-M1-C5 


Method 




MOOT r^T 


g4 0 U4 


BLAST score 


one 


E value 


4 . ue— 1 D 


Match length 


1 m 
iU / 


% Identity 




iNUoi uescnpuion 


\i\Li\j } puT-auive proucin LH.raDiaops IS t.naHa.naJ 


Seq. No. 


230749 ' • 


Seq. ID 


LIB3197-006-P1-M1-D10 


Method 


dLiAo i a 


NCBI GI 


gJoooJzy 


BLAST score 


480 


E value 


o . ue-Di) 


Match length 




% identity 


0 6 


NCBI Description 


(acuudd^j; aiieniiKe prouein [Kraoiaopsis unaiiana 


Seq. No. 


O O n T C A 


beq. lU 


iiiDjiy /— uub ri lyii uii 


Method 




NL/d1 GI 


giz U b / J 


BLAST score 


635 


E value 


2.0e-66 . 


Match length 


i 4 D 


% identity 


o o 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi DbUio pir UbrUb giyceraiaenyae-^-pnospnatie 




dehydrogenase (EC 1.2.1.12) - garden petunia 




>gi zOool eniD CAA4^:y04_ (ADUo4b) glyceralaenyae 




3— phosphate dehydrogenase [Petunia x hybrida] 


^Seq, l^o. 


230751 


•Seq. ID 


LIB3197-006-P1-M1-D12 






NCBI GI 


g2443878 


BLAST score 


177 


E value 


8.0e-13 


Match length 


77 


% identity 


60 


NCBI Description 


(AC002294) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


230752 



33152 



^'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3197-006-P1-M1-D2 

BLASTX 

g3915031 

765 

9.0e-82 

149 

99 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230753 

LIB31 97-00 6-P1-M1-D3 

BLASTX 

g3914394 

355 

9.0e-34 

79 

82 

2,3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi__602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 

230754 

LIB3197-006-P1-M1-D4 

BLASTX 

gl724100 

579 

6.0e-60 

131 

84 

(U79765} porin [Mesembryanthemum crystallinum] 
230755, 

LIB3197-006-P1-M1-D5 

BLASTX 

g4468979 

453 

4.0e-45 

112 

74 

(AL035605) putative protein [Arabidopsis thaliana] 
230756 

LIB3197-006-P1-M1-D8 

BLASTX 

g2245378 

336 

2.0e-31 

83 

72 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 



Seq. No. 



230757 



33153 



Seq. ID 


LIB3197-006-P1-M1-E1 

xixo^x^fVVLfirxiixi^x 


Method 


BLASTX 


NCBI GI 


g992706 


o xjri-ij X o ^ w 1. c 


552 


Cj V Cl -L Lie 


9 . Oe-57 




119 




82 




^L/>j>j'>^uy yj J. ^ ^ r\±. a.x/xLXw^o xo uiicixxoiicij 


Secj. No. 


230758 


Seq. ID 


" LIB3197-006-P1-M1-E10 


Method 


BLASTX 


NCBI GI 


g2827709 


BLAST score 


317 


i— 1 V dJL U V? 


3 . Oe-29 


lid I. ^11 




i 1 rlpnl" i t v 

o -L. 1 X J. ^ y 


59 




fAT.n9T684^ DTpd'ip1"pH Dyo'hpin fATshi Hnn ciic; 't~h3l'i;^n;=i 

\ /^Xt L/ X W ^ / ^X C\J.XO L. ^X^L.eXil |_ /^X CL Jk^ X LJiL^ O X ^ L. 1 i CL X X Cl i Id 


O C * LN l.^ . 


230759 


Seq. ID 


LIB3197-006-P1-M1-E2 


MPthod 


BLASTX 


NCBI GI • 


g2129499 


BLAST score 


67 9 


P. V3 1 n p 

U V Cl X Lie 


l.Oe-71 


i iCl L-Oil XCil^Oii 


14 9 


^ xudiLXi.y 






■fihPT nTotPin P.fi ^plonp PFCPfi — 4A^ — nr^l ;^nri oo^hlrin 
xxi^ex ^xwuexii \\^j-Kjiix^ Trty Li^J-diiu olji.l.ljxi 




.'^y.x X L/ L/ vj o u ejO [, ol^ o o J. Liiu iixx o li i, uiu j 


Sea No 


230760 


Seq. ID 


LIB31 97-00 6-P1-M1-E3 


Method 


BLASTX 


NCBI GI 


g2827709 


D±Jn.J 1. OV^WXC 


307 


P TJ^i 1 n P 

V cl X Lie 


4 Op-28 






3; -1 Hpnt 1 t v 


60 


Mf^RT noQr^r*"! ni" i on 

iN^IDX L^'eO^X X^ L.XL.^il 


^AT.n^Tfift4^ O'poH'iC't'oH T^r*0't~OTn TAyal^i/Hor^GTO ■f~HalTaina 
\r\XJ\J ^ J. ^ ) ^X eLi J. O L. evj ^x^UeXii |_ rlx diJXUvJ^o X o LlloXXdiid 


Spct No 


230761 


Seq. ID 


LIB3197-006-P1-M1-E7 


Method 


BLASTX 


NCBI GI 


g3688600 




275 


P. vfl 1 n P 

1_J V a. X LLC 


2 . Oe-24 


LiClL-L^ii Xdi^L>il 


X VJ X 


% identitv 

O X 1 1 L. X ^ jr 


54 


iNV_ri^X i^CO^XX^L-XLJii 


^AROnQO'^ni Ho'ha — Am T/r* "i n Q ^/n i-Haco fPa-nav rrnnconrrl 
\ r\.iD \J \j ^ \j ^ \j f kJK^i^ci fiiLiyxxii oyiiUiidoe 1, IT dildA vjXiloelKJJ 


Seq. No. 


230762 


Seq. ID 


LIB3197-006-P1-M1-E9 


Method 


BLASTX 


NCBI GI 


g2827709 


BLAST score 


321 


E value 


1. Oe-29 


Match length 


97 



33154 



% identity 

NCBI Description 



61 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 


230763 


beq. lu 


T TU*^! Q7 — nn f^ — PI — Ml -TTI ^ 
XiXdjX^ / uUD irx r'Jx r x 


Method 


"DT n OT^Y 




g JO y^VDO 


DhtKoi score 


*i U U 


E value 


o . ue*" J y 


Ma ucn xeng rn 




■5 laenuj-Ly 


o o 






Seq. No. 


230764 


oeq . X u 


T Q7 — nn*^ — PI —Ml —V? 
XiXDOXy / UUD lrX r'iX rZ 


lyietnoQ 


DXiR.0 i A 


MLbl \jL 


g^i OOiCDZO 


Dj-irio 1 score 




E value 


J . ue J / 


Match length 




n A 4" ^ 4* T ^ 

^ laencii-y 


o u 


iNk^DX uescripuxon 


^riXiu^ X / X X ^ pUt.cit.XVtr pxUUcXIl L"-^ "■*-'-'-^^P*3 X o L. lid XX alia. J 


Seq. No. 


230765 


Seq. ID 


LIB3197-006-P1-M1-F3 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


■-529 ' * 


E value 


4.0e-54 


Match length 


123 


% identity 


82 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 



>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12).- Magnolia lil'iiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


230766 


Seq. ID 


LIB3197-006-P1-M1-F7 


Method 


BLASTX 


NCBI GI 


g3892056 


BLAST score 


316 


E value 


4.0e-29 


Match length 


84 


% identity 


75 


NCBI Description 


(AC002330) putative 


Seq. No. 


230767 


Seq. ID 


LIB3197-006-P1-M1-F8 


Method 


BLASTX 


NCBI GI 


g3097d56 


BLAST score 


295 


E value 


l.Oe-26 


Match length 


86 ■ 


% identity 


67 


NCBI Description 


(AJ003139) dihydrofo 




[Daucus carota] 



33155 



>J C • W • 


230768 


Seq, ID ' 


LIB3197-006-P1-M1-G1 


Method 


BLASTX 


i>l ^ O X w X 


a2058282 




504 


Hi V d X Ll ~ 


4.0e-51 


Ma1"ph lenath 


140 


% "i Hpnt" i "t" V 


67 


NPRT r)p*=5pr inl" ion 


^X97377^ atranbola TArabidoosis thalianal 


Sea No 


230769 


Seq. ID 


LIB3197-006-P1-M1-G2 


Method 


BLASTX 


NCBI GI 


g2921512 


BLAST score 


395 


l_j V CI X Lie? 


2 Oe-38 


Mai"r*h 1 pncit"h 


98 




83 


MPRT Opcjpr 1 n1" "i nn 


^AF037460^ GF14 nrotein FFritillaria acrrestisl 


Seq. No. 


230770 


Seq. IP 


LIB3197-006-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


g2995990 


BLAST score 


322 


E value 


8.0e-30 


Match length 


102 


% identity 


62 



NCBI Description 



(AF05374 6) dormancy-associated protein [Arabidopsis 
thaliana] >gi_2995992 (AF053747 ) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230771 

LIB3197-006-P1-M1-G8 
BLASTX 

gll6923 ^ . 

500 . 

l.Oe-50 

137 

69 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) 

>gi_111414_pir S13520 beta-COP protein - 

>gi_55819_emb_CAA40505_ (X57228) beta COP 
norvegicus] 



(BETA-COP) 
rat 

[Rattus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • - 

NCBI Description 



230772 

LIB3197-006-P1-M1-G9 

BLASTX 

g2119278 

636 

l.Oe-66 

118 

97 

tubulin beta-1 chain 



rice 



Seq. No. 



230773 



33156 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-006-P1-M1-H2 

BLASTX 

g4379025 

175 

2.0e-15 

106 

49 

(X03145) pot, 



ORE VI [Homo sapiens] 



230774 

LIB3197-007-P1-M1-A2 

BLASTX 

gl707955 

550 

l.Oe-56 

110 

92 

GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 1 
(GLUTAMATE— AMMONIA LIGASE) >gi_1134896__emb_CAA6398 1_ 
(X94320) glutamine synthetase [Vitis vinifera] 

230775 

LIB3197-007-P1-M1-A9 
BLASTX 

gl7a8236 ' - ' - 

309 

8.0e-29 

78 

78 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-CDA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 

>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

230776 

LIB3197-007-P1-M1-B11 

BLASTX 

g3047108 

218 

l.Oe-17 

112 

53 

(AF058919) No definition line found [Arabidopsis thaliana] 
230777 

LIB3197-007-P1-M1-B12 

BLASTX 

g4538929 

165 

2.0e-ll 

58 

59 

(AL049483) putative nucleic acid binding protein 



33157 



[Arabidopsis thaliana] 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230778 

LIB3197-007-P1-M1-B4 

BLASTX 

g267069 

339 

4.0e-32 

72 
85 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230779 

LIB3197-007-P1-M1-C10 

BLASTX 

gl708236 

295 

2.0e-27 

111 

62 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
{3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) . 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763^ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

230780 

LIB3197-007-P1-M1-C2 

BLASTX 

g464621 

164 

2.0e-ll 

47 

68 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

230781 

LIB3197-007-P1-M1-C4 

BLASTX 

g416731 

143 

3.0e-09 

67 

46 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR •>gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 



33158 





>gi 1 Do o buy p^E 1 J A ^mi o L itsa mays j 


oecj. NO • 


Z J U / 0 z ^ 


becj. lu 


LiXDOXy / UU / ItX LYIX IIjX 


Method 


BLASTX 


NCBI GI 


gl778370 


oLi/ibJi score 


fl X o 


E value 


7 Ho — 4"^ 

/ . ue ft J 


iMat cn lengun 


X 


4 -I T-t +• "1 +* t r 

? laenuiuy 


0 D 


NurJi uescnpuion 


\\j 1 / OfO) asparayxne synuneT-ase ^ toxycxne 


O e . In O . 


9 "^07^ 
^ o u / o o 




Ci7-nn7-P1 -Ml -V> 




DT n CITY 


In D X o X 


y X U U u o 


BLAST score 


331 


E value 


6.0e-31 


LYiaccn xeny en 


X u o 


% identity 


D J 


nudx uescnpuxon. 


cyscexne protexnase \ o . *i . . ^ pre cur s< 




^yi x;7X^o enuj k^rvi/04Uj v^iXfiu^o^ pre pro f 




proteinase [Lycopersicon esculentum] 


- o e . IN u . 


0\J f O *i 


oeq. xu 


T 07— 007 — D1 —Ml — TT^^ 


Method 


BLASTX 


NCBI GI 


gl587206 


nijAo 1 score 


1 Dl 


E value 


4 . ue~ 1 i 


Match length 




^ laenuiuy 




NCBI Description 


T complex protein [ Cucumis sat ivus ] 


o6(^ • INO • 




oeq . X U 


T Q7 — 007 — PT -Ml — Tr4 
Xixnoxy / UU / trX LYix r fi 






.NCBI GI 


g3873710 


BLAST score 


272 


E value 


l.Oe-27 


Match length 


110 


% identity 


56 


NCBI Description 


(Z73102) predicted using Genefinder; simi. 



finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 
gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
EMBL:T02192 comes from this gene; cDNA EST EMBL:D71409 
comes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230786 

LIB3197-007-P1-M1-F5 

BLASTX 

g267069 

583 

2.0e-60 

108 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 



33159 



Seq. "No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ■ 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) .alpha-4 tubulin [Arabidopsis thaliana] 

230787 

LIB3197-007-P1-M1-F6 

BLASTX 

g2760830 

220 

7.0e-18 

70 . • 

.57 

(AC003105) putative beta-Jcetoacyl-CoA synthase [Arabidopsis 
thaliana] 

230788 

LIB3197-007-P1-M1-G8 

BLASTX 

g2811278 

137 

l.Oe-08 

70 

44 

(AF043284) expansin [Gossypium hirsutum] 
230789 

LIB3197-007-P1-M1-H5 

BLASTX 

g3851001 

303 

l.Oe-27 

83 

76 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

230790 

LIB3197-007-P1-M1-H7 

BLASTX 

g3415117 

438 

2.0e-43 

109 

42 

(AF081203) villin 3 [Arabidopsis thaliana] 



230791 . 

LIB3197 

BLASTX 

g267069 

322 

l.Oe-54 

110 

92 

TUBULIN 
tubulin 
(M84696 



•007-P1-M1-H9 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 



33160 



(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230792 

LIB3197-008-P1-M1-A12 

BLASTX 

g2146727 

374 

3.0e-36 

90 

74 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230793 

LIB3197-008-P1-M1-A5 

BLASTX 

gl766046 

469 

4.0e-47 

101 

85 

(U.81993) NAD+ dependent isocitrate dehydrogenase subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230794 

LIB3197-008-P1-M1-A6 

BLASTX 

g3641836 

168 

l.Oe-11 

103 

41 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230795 

LIB3197-008-P1-M1-A8 

BLASTX 

g2244765 

312 

l.Oe-28 

93 

55 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230796 

LIB3197-008-P1-M1-B10 

BLASTX 

g3252806 

158 

l.Oe-10 

97 

33 

(AC004705) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



230797 



33161 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

"Match length - 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3197-008-P1-M1-B12 

BLASTX 

g3983665 

339 

8.0e-32 

88 

77 

(AB011271) ''iniportin-beta2 [Oryza sativa] 
230798 

LIB3197-008-P1-M1-B2 

BLASTX 

g2760326 

232 

2.0e-19 

112 

46 

{AC002130) F1N21.11 [Arabidopsis thaliana] 
230799 

LIB3197-008-P1-M1-B5 

BLASTX 

g2832625 

466 

l.Oe-46 

114 

78 

(AL021711) putative protein [Arabidopsis thaliana] 
230800 

LIB3197-008-P1-M1-B7 

BLASTX 

g3892051 

313 

6.0e-29 

86 

72 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

230801 

LIB3197-008-P1-M1-B9 

BLASTX 

g3269284 

245 

6.0e-21 

98 

55 

(AL030978) histone H2A- like protein [Arabidopsis thaliana] 
230802 

LIB3197-008-P1-M1-C1 
BLASTX 

g3269284 ' 

369 " 

2.0e-35 

112 



33162 



% identity 

NCBI Descriptidn 



69 

(AL030978) histone H2A- like protein [Arabidopsis'* thaliana] 



Seq. No. 


..230803 


Seq. ID 


LIB3197-008-P1-M1-C11 


fie cnoti 


RT.A^TX 










Hi VcliU.e 


2,0e-12 




7 ^ 




T O 


MORT HoQr'T"'! r>"f~ "i on 


\r\L. \j 1 \j £. 1 .J } v.<ui.iL.ciXiio o xiux xaxxoy ^uct Lvjiiicx ^cua v^iicLXiio 




fArabidonsis thalianal 


O C • IN \^ , 


230804 
^ \j \j \j ^ 


Seq. ID 


LIB3197-008-P1-M1-C3 


Method 


BLASTX 


LN ^ O J. \JX 




T3T ZiCT o/^/^r-A 


7^9 








X J 






INL/ijJ. JJcbCXXpUXUfl 


LNM.un UfcJIiyUX Ugtrllcloc X.D.^^.jJ pUL-dLv 










Seq. No. 


230805 


oeq . J. u 


T Q7-nnft-Pl -Ml -CA 
XiXDjX-?/ UUO irX rJX L/fi 




RT aQTY 








X / J 


E value 


z . ue X z 


iYiatcn ±engi,n 


QQ 








/ZiP^^^^9fi'^^ iiTitm*^t*m r^vo'^oin fZiyal^T^or^Gnc! +"Vialiar^a1 
\n,\^\J\J\j^O O ) UIIJ^IIQWII pXQLtiXIl [rlx cll-;XvJ.t)pc>X a UilclXXclXla. J 


Seq. No. 


230806 


Qcirr T n 

oeq . 1 u 


T TR'51 Ql — nnfi — Dl —Ml —PR 
XjXDjX^/ UUO XrX r'iX v.,0 


lYie unou 


RT a QTY 


LNL/Dl vjX 


rT9 Q7 nn R 1 
gz y / UUO X 




^ O -7 


Cj VaXUe 


Q Do— 94 

y » ue z 4 


iYia ucn xeny un 


0 J 






iN^DX ucocxxpuxon 


^riDUXZXXU^ M.I\kjXU [VXgnd, X aQXa L.a. J 


Sea No 


230807 


Seq. ID 


LIB3197-008-P1-M1-C6 


Method 


BLASTX 


NCBI GI 


g3377820 


BLAST score 


136 


E value 


l.Oe-08 


Match length 


35 


^% identity 


74 


NCBI Description 


(AF076275) contains similarity to coatomer zeta chains 




[Arabidopsis thaliana] 



33163 





^ ■J \j \j \j \j 




T.TR^I Q7-nnfi-Pl -Ml -CI 

XlXO>JX^/ \J \J \J £^X i. J X Or 


ne L.nou. 


OT AQTY 

DLinO 1 A - ^ . . 




y 4 Dfi O 4 ^ 


BLAST score 


693 


E value 


2.0e-73 




129 




100 


LNV^OX Lj/C O X^ L. X ^11 


TTlRriT.TN ALPHA THATN >ai 4ft6R47 ni r <^ 

i. ^ £j XI X Lx n.xj c im o ii..n xln ^yx *30uo^/ ^ x x o 




chain - almond >ai 20413 emb CAA4763S 




A 1 r^h ^5 — "1" 1 iV^i i1 "in rPT'i'innQ Hnloi q1 

aX^lia ULlJkJLlXXil [E^XLlilLiO ULIXOXOJ 


Sea No 


230809 


Seq. ID 


T.TR31 Q7-008-P1-M1 -ni 


Method 


BLASTX 


NCBI GI 


g2344894 




358 


Hi V dX LLC 


3 Op-34 




114 

X X *i 


o XUdlLXLj^ 


60 


LN^^OX L^C? o ox X^ L. X wil 


\r\\^\J\J £. O O \J / iiy^OUilcL-XOctX ^XvJLcXii I^AXdJiJ. 


Sea No 


230810 

^ tJ \J \J ^ \J 


*^*:ia TD 


T.TR^I Q7-0nft-Pl -Ml -ni 1 

XlXO>JX^/ \J\J\J C X iJX L/XX 


Method 


BLASTX 


NCBI GI 


gl354849 




394 


£j V ct X Lie 


O • U cr JO 




1 1 Q 
X X ^ 


^ xvj.diuxuy 




LNOOX UCoOXX^LX^li 


\ u -J I } c^^O'A.xvj.c iiyv_ixuxdou ]_iNXOvjL.Xdiid 


Spa No 


230811 


Seq. ID 


T.TR^I Q7-00fi-P1 -Ml -ni 9 

±J X O ^ d. J 1 \J \J \J E^X L J X i^ X ^ 


Mpt hi Cici 


RLASTX 


NCBI GI 


g3337356 


BLAST score 


504 


Xj VCIXU.C 


4 np-Ri 


lUdL-Oii XdiyL.il 


1 09 

X u ^ 


9t ■l/H0TTj~"l"t~\7 

IS iUcilL-LUy 




L>IOOX Li/C? O OX X^ L X Wi 1 


V"OVV*3*±OX/ ^ULdUXVC ^X^LCXli UXdliS^OXL. 




oLLiJUiiXL [ r^X dXJXUU^o X o UlldXXdiidJ 


C . IN \ J . 


23081 9 
^ *j \j \j d. 


Seq. ID 


LIB3197-008-P1-M1-D4 


Method 


BLASTX 


NCBI GI 


g3023195 


BLAST score 


525 


E value 


l.Oe-53 


Match length 


127 


% identity 


80 



(X67162) 



NCBI Description 



14-3-3-LIKE PROTEIN B (SGF14B) >gi_1575727 (U70534) SGF14B 
[Glycine max].. 



Seq. No. 
Seq. ID 
Method 



230813 

LIB3197-008-P1-M1-D5 
BLASTX 



33164 



NCBI GI 


g4376650 




X f± J 


E value . 


D . ue-u y 


Match length 


D y • 


ti iaeni-ii.y 


4 ft 


wool uescnpcion 


VriiijU u X X ^ ucpHt rroL.exn l ^nx amy ox a pneumonxae j 


C Q K1 

o e q . IN o . 


^ ^ U O X *3 


oecj, lu 


T.TR'^I Q7-nnft-P1 -Ml -n7 


Method 


BLASTX 


NCBI GI 


g3695388 


OJ-iriO 1 oOvJl.c 


^ V 17 


ej vaxue 


X • u e X o 


N/r "^a 4" T Q /^+" 

LYlaT-Cn ±criyL.Il 






D W 




^fiE\j"Oj/X/ iNo Qexxnxuxon xxne xoiiiia LriraDxciopsxs unaxxana 




?^nfti 


O Cq • XL'' 


T.TR'^T Q7-nnfi-Pl -Ml -F^ 


LYie t.nua 


oXirio 1 A 


NCBI GI 


g3402279 


BLAST score 


574 


IT* Tr a 1 1 1 o 
Hi VaXUe 


^ • uc o 




1 97 
. XZ / 


fit ^ ^ iTy 4" T ^ t J 

15 laenTHuy 


ft 


LNUDi uesciipuion 


\i\o u u u y y y J puta L.X V e oe ta suDunxt ox j\t cnannexs [ ooxanuin 




LUDerosuin J 






oey . 1 u 


TT'n'^1Q7 — nnft — Dl— Ml— T?4 
XiXD-jXy / UUO irX ril Jii4 


LYie LXIQU 


RT ZiQTY 


NCBI GI 


g4539301 


BLAST score 


166 


c* vaxue 


1 Ho— 1 1 
X . ue X X 


MaLCn xengun 


D / 


^ laenrxry 




lnv_/DX usscxxpuxon 


^rixiu T -?T o u J puLauxve lux Locnoncix xax pxcjuexn ["-^aoxciopsxo 




Lna±xana j 


o fc; . IN U • 


9'^nfii 7 

^ O U O X / 




T.TR^T Q7-n0fi-Pl -Ml -FS 


Method 


BLASTX 


NCBI GI 


gl332579 


i3XjH.o i score 


^ O D 


E value 


Q Hd— 90 

y . ue zu 


Match length 


/ o 


% xaencxLy 


7 


nudx uescrxpLion 


^AyoUDJJ pox yuDXCjux L xn l ir xnus syx ve s ur x s j 


O e C| . LN O . 


9 "^flft 1 ft 


Seq. ID 


LIB*^! 97-008-P1-M1-E8 


Method 


BLASTX 


NCBI GI ^ 


g4099611 


BLAST score 


243 


E value 


l.Oe-20 


Match length 


137 


% identity 


37 



33165 



NCBI -rDescription 



(U88873) BUB2-like protein 1 [Mus musculus] 



Seq. No. 


230819 


Seq." ID 


LIB3197-008-P1-M1-F1 


Method 


RT a QTY 




gz DO y Do 1 


bLiAoi score 


7 0 9 


E value 


9 Ho— 74 


DdaLcn xenyun 


X 4 U 


^ laenuiuy 


Q Q 




\r\I: \J ^^OO ^ } r\Ut: X XJJUo y X a L. XUll XciOI-UX LVXyna. UnyUXCU, 


Seq. No. 


230820 


Seq. ID 


LIB3197-008-P1-M1-F3 




RT BQTY 




rrl Cif^A A 

g / u D fi 


dLiAo i scoire 


D*i y 


lii vaxue 


4 . ue DO 


4^ ^ T ^ 1^ 

naucn lengufi 




^ laenriuy 


1 Q 

1 y 




uxjxv^uxuxii pxcuuxovjx coiuiuon sunxxowex ^ xxayiiienu } 


Seq.* No. 


230821 


Seq. ID 


LIB3197-008-P1-M1-F5 


Method. 


RT Zi CPV 




gizDoyoi 


bLAbi score 


oio 


E value 


o . ue— DZ 


Match length 




% identity 


7 "5 


inL'HjX Ucocxxptxon 


^AyDyozj cokjV [iNxcouiana iiaDacuiiij 


beq . JNo . 


9 "^OQ 99 
Z jUo ZZ 


Qorr T H 
otsq . XU 


T TR'31 Q7 — nnfi — PI —Ml — ir^ 
XjXdjXj/ uuo rrx lYix ro 


r'ic uiiou 


RT Z\<5TY 
DXi-rto X A 


NCBI GI 


gl708313 


BLAST score 


390 


E value 


o , ue oo 


Match length 


Q t; 

00 ^ 


% identity 


yz 


nudi uescripnon 


nJiiAi oriULi\ rKUiLxiN ox-J tnorol-O) >gi yyyjyb DDS 




(b//o4y) neat-snocK Protein=HSPol-^ LAraDidopsis 




thaliana=thale-cress , Peptide, 699 aa] [Arabidops: 




unaxiana j 


Seq. No. 


9 o no 9 -a 
Z OUo Z J 


O CV^ . X u 


T.TR'^1 Q7-nnR — PI -Ml -Fft 
xiXDOx;?/ uuo irx ixix co 


Method 


BLASTX " 


NCBI GI 


g3914424 


BLAST score 


486 


E value 


4.0e-49 


Match length 


112 


% identity 


81 


NCBI Description 


PROTEASOME COMPONENT C8 (MACROPAIN SUBUNIT C8)"' 


(MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 



>gi_2511592_eiTib_CAA74027,l_ (Y13693) multicatalytic 
endopeptidase complex, proteasome component, alpha subunit 



33166 



[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230824 

LIB3197-008-P1-M1-G1 

BLASTX 

g3881189 

448 

l.Oe-44 

110 

73 

(299281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 



Seq*. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



230825 

LIB3197-008-P1-M1-G4 

BLASTX 

g2266992 

307 

4 .Oe-28 

137 

7 

(U77412) 
elegans] 



0-linked GlcNAc transferase [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230826 

LIB3197-008-P1-M1-G7 

BLASTX 

gl703375 

543 

l.Oe-55 

112 

96 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420)' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230827 

LIB3197-008-P1-M1-H1 

BLASTX 

gl706652 

294 

2.0e-26 

90 

61 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_498862 (U09736) 
enolase [Entamoeba histolytica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230828 

LIB3197-008- 

BLASTX 

g3176098 

430 

l.Oe-42 

130 

38 



P1-M1-H2 



33167 



NCBI Description 



(Y15036) annexin [Medicago truncatula] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230829 

LIB3197-008-P1-M1-H5 

BLASTX 

g3757521 

300 

3.0e-27 

130 

45 

(AC005167) unknown protein [Arabidopsis thaliana] 
230830 

LIB3197-008-P1-M1-H7 

BLASTX 

g400650 

187 

5.0e-14 

98 

42 

NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 

I-13KD-B) (CI-13KD-B) (B13) >gi_34 6535_pir S28244 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain Ci-B13 - 
bovine >gi_238_emb_CAA44 903_ (X63218) 'NADH dehydrogenase 
[Bos taurus]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. • ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230831 - 

LIB3197-008-P1-M1-H8 

BLASTX 

g4455351 

293 

2.0e-26 

72 

76 

(AL035524) putative protein [Arabidopsis thaliana] 
230832 

LIB3197-010-P1-M1-A1 

BLASTX 

gll3217 

247 

3.0e-21 

54 

87 

ACTIN 1 >gi_10014 9_pir S07002 actin 1 - carrot 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230833 

LIB3197-010-P1-M1-A12 

BLASTX 

gl220196 

618 

2.0e-64 

134 

87 

(U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 



230.834 
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230837 
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XjXDjX-?/ UXU XrX ITIX 


Method 


BLASTX 


NCBI GI 


g2245100 


OXj/\0 1 oUUXcr 
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E value 


Q Ho-i n 

^ • ue X u 


Narcn xengun 


Ql 
y X 


^ X vXC;!! L. X L. y 


4 4 


csiL/dx uescx ipuxon. 


^Zii7/jfijj uiNH Dxnaxng proLein noitioxog L-^-raDiaopsxs unaxxana. 


Qfarr Kin 


^ ^ u o ^ o 


o€g • X U 


T TR?1 Q7 — ni D-Pl —Ml — "Rl 
XiXIjOX?/ UXU tX lYlX oX 




BLASTX 


NCBI GI 


g3800951 


BLAST score 


176 


TI^ TT" 2 1 1 1 Q 

£* VaXUtr 


/ • U X .3 


lYia Lcn xeng uii 


DO 


^ xaenuxi,y 


4 Q 


iN^DX ueocxipuxon 


\t\z 1 } iNo uexxnxuxon xxne xounu. i_^a.enoxna.Dax uxs 




exegans j 


Seq. No. 


230839 


Seq. ID 


LIB3197-010-P1-M1-B6 


Method 


BLASTX 


NCBI GI 


g4"417271 


BLAST score 


143 


E value 


2.0e-09 



33169 



Li ii 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length; 

% identity 

NCBI Description 



Seq. No.^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



43 
70 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

230840 

LIB3197-010-P1-M1-C11 

BLASTX , 

g832876 

169 

2.0e-12 

36 

92 

(L41345) ascorbate free radical reductase [Solanum ' 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

230841 

LIB3197-010-P1-M1-C2 

BLASTX 

g862640 

337 

3„. Oe-33 

82 

87 

(U20182) MADS-box protein AGLll [Arabidopsis thaliana] 
>gi_4538999_emb_CAB39620.1_ {AL049481) MADS-box protein 
AGLll [Arabidopsis thaliana] 

230842 - 

LIB3197-010-P1-M1-C3 

BLASTX 

g4105798 

392 

4.0e-38 

94 

67 

(AF049930) PGP237-11 [Petunia x hybrida] 
230843 

LIB3197-010-P1-M1-C5 . 

BLASTX 

gl362086 

334 

2.0e-31 

99 

68 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 64 71_emb_CAA58474_ (X83499) methionine synthase 
[Gatharanthus roseus] 

230844 

LIB3197-010-P1-M1-C7 



33170 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g83287 
410 

4.0e-4 

100 
81 

(L4134 
lycope 
radica 



5) ascorbate free radical reductase [Solanum 

rsicum] >gi_1097368_prf 21134G7A ascorbate free 

1 reductase [Lycopersicon esculentum] 



Cfirr Kin 


•^yj \J ^ 'sJ 


Seq. ID 


LIB3197-010-P1-M1-D1 




OXir^O 1 A, 


NCBI GI ' 


gl076738 


BLAST score 


431 


£j V d-L Lie 




lYia ucn xeny un 


o 4 


1 ir\ 4" T 4" ^ f 

^ idenciuy 






utrca L.UIJUXXH r\zz*4z xxce 


beg. NO. 


Z JU o 41 D 


oc<4 . XL/ 


T.TR^i Q7-m n-pi -Ml -m 9 




BLASTX 


NCBI GI 


g3176874 


BLAST score 


338 


E value 


6.0e-32 


Match length 


102 


% identity 


65 


NCBI Description 


{AF065639) cucumi sin- like 




thaliana] 


Seq. No. 


230847 


Seq. ID 


LIB3197-010-P1-M1-D3 


Method 


BLASTX 


NCBI GI 


g4056432 


BLAST score 


145 


E value 


5.0e-09 


Match length 


38 


% identity 


71 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST • score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



{AC005990)- Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

230848 

LIB3197-010-P1-M1-D8 

BLASTX 

g629806 

455 

2.0e-47 

108 

85 

tubulin beta chain'- rice >gi_4 93725_emb_CAA55912_ (X79367) 
beta tubulin [Oryza ■ sativa] 

230849 

LIB3197-010-P1-M1-E3 i 



33171 



Method 


BLASTX 


NCBI GI 


g4098128 




223 


Xj V a X LLC 


9 np-1 ft 




52 


% ■iHf^n'h'it'v 


85 


"Nir^RT Ho Q r' T 1 o"h "i on 


f rT'7 S ft ft ^ QnpyoQP Q\7n"t~h^»cp F f^OQ c\rr^i nm hi Y*Qn+*nm1 
\ yj 1 -J ij f ouoxvjoc? o^iiL-iiaot:; [O(^oo^|^x Liiu iix x o u L- lllli j 


Sea No. 


230850 


Seq. ID 


LIB3197-010-P1-M1-E4 


Method 


BLASTX 


NCBI GI 


g3273200 


BLAST score 


174 


E value 


l.Oe-12 




50 


% 1 Hpnl" 1 i" V 


70 


MPRT Dp <; n Y* 1 "nt" 1 nn 

LNk^OX L^C O (h'X X^ L- X V^il 


fAROinQTT^ TP QT^on r^P ypao+'or*'^ fAyaHiH o-o qtq +"Ha1"la'nal 
\ r\tD \j ± \J ^ J. 1 1 xco^uiii_c7 xcctu>L.UX<J [ rix a.jJX(^U^o X o Uild J-Xdlicl J 




>ai 3894192 fAC005662^ resnon<5p rpaiilator 3 FArahidnnsi 




L-lidXXdl id J 


Sea No . 


230851 


9pa TD 

OCV^ • X 


LTR31 97-01 0-P1 -Ml -F.S 


Method 


BLASTX 


NCBI GI 


g2832700 


RTiA9T <^pnrp 


139 


F" T7^5 1 no 

i_j V Ct X uc 






ftn 


o XUCilLiXLiy 


4 6 


LN^OX L/C O ^X X^ L. X 1^1 1 


\r\ij\j ^ J. f X -J / U.11 JS.iiuwii ]^xUL,t?Xll 1, rlx dJiJ J-vaLf^o J- o Ulld-L-Ldild j 


Sea No 


230852 


Seq. ID 


T.TR31 97-m O-PI -Ml -Ffi 


Method 


BLASTX 


NCBI GI 


gl00484 


RTiAST =;rnrp 

oxir^o i. o^v^xc ^^ 


190 


Tr?5 1 n o 

Hj V CI X 


1 np-1 4 

X • \J C X *3 




98 


§<; "i Hpn "t" 1 1" v 

O XV^dlv-XlvV 


40 


MPRT Ho c: nT 1 r^-h T nn 

iXV^OX O ox J-^ L. J-Uil 


liy^JLH-IlC L. XUdx ^xULcXil ydxtlfc;!! ollapUx dyOIl 


Sea No 


230853 


Spa TD 


LIB3197-010-P1-M1-F10 


Method 


BLASTX 


NCBI GI 


g3395938 


BLAST score 


340 


F. 1 np 

£j V CI X LXC 


4 Op-32 


M^'hp'H 1 P'nrr"f~h 

L'iCl L.Oil XCllV^L.!! 


Q1 

^ X 


St 'iHpn+*'i"t~\7 

^ XV^dlUXL-^ 


70 


NCBT Dp print* i on 


fAFn769P4^ "no 1 vnvTi mi rl "i "np t^ipI"— hi nHi na ■nyoi" p i n hinmol orr 

V'^^i- U f U -/ 4^ ^ / p W X y ^y X XiLiX UX 1 L-XdOLi Jw* X 1 iVUX 1 ly ^X^U-CXll llWilLWX^y 




FAt^^V^H Hor^Gi Q t'ha'l n anal 
1. .nx dJ^fX v^upo X o Uiid J. J-dlid J 


Seq. No. 


230854 


Seq. ID 


LIB3197-010-P1-M1-F11 


Method 


BLASTX 


NCBI GI 


gl21631 


BLAST score 


281 


E value 


3.0e-25 



3-3172 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 
74 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIn 2 PRECURSOR 
>gi 72323 pir,^,KNNT2S glycine-rich protein 2 - wood tobacco 
>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 

230855 

LIB3197-010-P1-M1-F12 

BLASTX 

gl346802 

281 

3.0e-25 

93 

59 

PROFILIN 1 >gi_1076516_pir S4 9351 profilin - kidney bean 

>gi_556836_emb_CAA57508_ (X81982) profilin [Phaseolus 
vulgaris] 



Seq. No. 


o n o c ^ 


beq. iU 


Lib J 1 y /-U iU-r 1-JXli-r d 


Method 


BLASTX 


NCBI GI 


gl /Udo19 


oLiAb i score 


1 Do 


E value 


4 . ue- 1 i 


Match length 


72 


% identity 


47 


NLni Description 


nib ri DINE DECARBOXiLAbE (HDC) (TOMyz) 




>gi 4olozy pir boyoo4 nistidine aecarooxylase (EC 




4.1.1.Zzi) - tomato- >gi 4lDbo4 emb CAAoO/iy (X/iyuO) 




histidine decarboxylase [Lycopersicon esculentum] 


Seq. No. 


230857 


Seq. ID 


LIB3197-010-P1-M1-G1 


Method 


BLASTX 


NCBI GI 


g2661840 


BLAST score 


166 . 


E value 


6.0e-12 


Match length 


51 ' 


% identity 


67 


NCBI Description 


(yi5430) adenosine kinase [Physcomitrella patens] 


Seq. No. 


230858 


Seq. ID 


LIB3197-010-P1-M1-G12 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


140 


E value 


6.0e-18 


Match length 


76 


% identity 


57 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


230859 


Seq. ID 


LIB3197-010-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


206 



33173 



E value 
.Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-16 

61 ^ 
64 

(AL021749) heat-shock protein [Arabidopsis thaliana] 
230860 

LIB3197-010-P1-M1-G7 

BLASTX 

g2347098 

334 

2.0e-31 

72 

94 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_44 90742_einb_CAB38904 . 1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

230861 

LIB3197-010-P1-M1-H1 

BLASTX 

g421876 

173 

5.0e-13 

59 

63 

probable ATP synthase chain - soybean 

>gi_396230_einb_CAA5234 9_ (X74296) putative ATP synthase 
subunit [Glycine max] 

230862 • 

LIB3197-010-P1-M1-H3 

BLASTX 

g2129825 

459 

5.0e-46 

107 

83 

dynamin-like protein phragmoplastin 12 - soybean 
•>gi_1217994 (U25547) SDL [Glycine max] 

230863 

LIB3197-010-P1-M1-H5 

BLASTX 

g2104959 

460 

4.0e-46 

109 

77 

(U96925) immunophilin [Vicia faba] 
230864 

LIB3197-010-P1-M1-H6 

BLASTX 

g4454051 

221 

5.0e-18 
74 



33174 



r-5 



% identity 

NCBI Description 



Seqv No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



64 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 

230865 

LIB3197-010-P1-M1-H8 

BLASTX 

g267069 

583 

2.0e-60 

108 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

230866 

LIB3197-010-P1-M1-H9 

BLASTX 

g2500717 

329 

l.Oe-30 

100 

58 

STS14 PROTEIN PRECURSOR >gi_2129995_pir S65052 

pistil-specific protein stsl4 precursor - potato 
>gi_1236785_emb_CAA57976_ {X82652) stsl4 [Solanum 

tuberosum] >gi_1589691_prf 2211417A stsl4 gene [Solanum 

tuberosum] 

230867 

LIB3197-011-P1-M1-A11 

BLASTX 

g4455208 

357 

6.0e-34 

114 

68 

(AL035440) putative protein [Arabidopsis thaliana] 
230868 

LIB3197-011-P1-M1-A12 

BLASTX 

g3184082 

338 

l.Oe-31 

"117 

51 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 

230869 

LIB3197-011-P1-M1-A4 

BLASTX 

g2252841 

176 



33175 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No*. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



6.0e-13 

73 

52 

(AF013293) No definition line found .[Arabidopsis thaMana] 
230870" 

LIB3197-011-P1-M1-A6 

BLASTX 

g3738257 

493 

7.0e-50 

105 

92 

(AB018410) cytosolic phosphoglycerate kinase 1, [Populus 
nigf'a] 

230871 

LIB3197-011-P1-M1-B10 

BLASTX 

g2398679 

709 

3.0e-75 

146 

93 

{ Y14797 3-deoxy-D-arabino-heptulosonate 7-phosphate 
synthase [Morinda citrifolia] 

230872 

LIB3197-011-P1-M1-B11 

BLASTX 

g2702281 

379 

l.Oe-36 

100 

42 

{AC003033) putative protein disulfide isomerase precursor. 
[Arabidopsis thaliana] 

230873 

LIB3197-011-P1-M1-B4 

BLASTX 

g3023847 

560 

9.0e-58 

115 

36 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 

230874 

LIB3197-011-P1-M1-C10 

BLASTX 

g2827710 

173 

2.0e-12 
65 



33176 



% identity 54 

NCBI Description (AL021684) lysosomal Pro-X carboxypeptidase - like protein ^ 

[Arabidopsis thaliana] 





beq. JNO . 


^ J U O / D 




Seq. ID 


LIB3197-011-P1-M1-C11 




Method 


BLASTX 






go^x4fiox 




nJjAo i score 






E value 






DdaT-cn xengun 


X O J 




% identity 


O D 




NCBI Description 


rKUX CiAbUiyiilj CUMrvJNCjNi lJXLrt,wKUr/\XN bUbUNXi J 












-^gi zzooou^ QDj Dii/izxDDx ^ij/ox/j; ZDb proceasouie axpn 






buxjunx u [opxnacxa oxexaceaj 




Seq. No. 


230876 


o 


oeq. lu 


T Q7 — m 1 — PI -Ml — P9 
XiXtSJXy / UXX rX lYlX L^^i 




Method 


DXiAb i A 




JNCni (ji 


gjoOUU J^: 




oJ-iAbi score 


^ J / 




E value 


T on 
/ . ue— 


4= 


Match length 




O 


laenuiTzy 


7 


i — a. 


iNL/bi uescripuion 


^AuuuDjyo; giDDerexxin-reguxa rea prouexn CjAbix-xxJce 






[Arabidopsis thaliana] * 




beq. INO . 






beq. lu 


XiXboXy /-UXX-rX-MX-Co 


I t 


Metnoa 


T3T 7\ OTIV 

oXiAb i A 






gzz o dX 3 J 




BLAST score 


O Q 


fl 


E value 


0 . ue— 34 




iYia ten xengun 


X Z O 




% identity 


o u 




NCBI Description 


CAF007581) cytoplasmic malate* 'dehydrogenase [Zea mays] 




beq. wo. 


Z jUo / O 




beq. xu 


XiXoJXy / -UX X-rX-JXlX-LO 




jyietnoa 


BLAb i A 




LnODX oX 


gX DO 0)PH U 




dLiPlo L score 


y1 9 R 
4 Z O 




E value 


b . ue— 4 z 




Match length 


19 9 

xzz 




15 xuenLXuy 


^^p 

DO 










Seq. No. 


230879 




Seq. ID 


LIB3197-011-P1-M1-C7 




Method 


BLASTX 




NCBI GI 


g2245000 




BLAST score 


335 




E value 


2.0e-31 




Match length 


91 




% identity 


75 




NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 



33177 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230880 

LIB3197-011-P1-M1-C9 

BLASTX 

gl703108 

489 

2.0e-49 

93 

98 

ACT IN .2/7 >gi_2l'29525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_104 9307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230881 

LIB3197-011-P1-M1-D1 

BLASTX 

gl710780 

193 

7.0e-29 

114 

58 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_einb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein 87 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230882 

LIB3197-011rPl-Ml-D7 

BLASTX 

gl31529 

186 

6.0e-14 

82 

22 

POLYPYRIMIDINE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOUS 
NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) 

>gi_53553_emb_CAA36321_ (X52101) 25]cDa nuclear protein [Mus 
musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230883 

LIB3197-011-P1-M1-E2 

BLASTX 

g4455194 

290 

2,0e-26 

68 

79 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230884 

LIB3197-011-P1-M1-E9 

BLASTX 

gl703375 

318 

l.Oe-29 
66 



33178 



% identity 

NCBI Description 



97 

ADP-RIBOSYLATION FACTOR 1 >gi^965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230885 

LIB3197-011-P1-M1-F1 

BLASTX 

g2462825 

271 

5.0e-24 

85 

61 

(AF000657) contains Procite 'RNPl' 
region [Arabidopsis thaliana] 

230886 

LIB3197-011-P1-M1-F3 

BLASTX 

g267069 

440 

8.0e-44 

81 

99 

.TUBULIN 
tubulin 
(M84696 
(M84697 



putative RNA-binding 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin' [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



230887 

LIB3197-011-P1-M1-G1 

BLASTX 

g4467146 

388 

l.Oe-37 

142 

52 

jAL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat,ch length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230888 

LIB3197-011-P1-M1-G7 

BLASTX 

g280523 

258 

2.0e-22 

83 

61 

hypothetical protein B0464,5 
230889 

LIB3197-011-P1-M1-G8 

BLASTX 

gll74592 

563 

4.0e-58 

110 

95 



- Caenorhabditis elegans 



33179 



NCBI Description 



TUBULIN ALPHA-l CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No, 


230890 


Seq. ID 


LIB3197-011-P1-M1-G9 




DJ-irlO J. A. 






bLiAoi score 


ft 1 

J O 1 


£j vaxue 




Naucn i.engun 


0 u 


i T ^ 1 4" * r 

=6 luennty 




LN^D± ueociTipu ion 


\r\\^\J\J O \J / ^ / olUctXJ. oil: iJXllvJlXiiy ^I.(JUc?±ii [ a.XJ-LU.Upo -L o t.n,a±la.ria 








thaliana] 


o e q . iM o • 


z o U 0 ^ X 


oeq. lu 


T QT — 01 1 — Pi — Ml — H9 


Method 


dLiAd 1 a 




rrA A CiO'^'^9 


dJjAoi score 


X O 41 


E value 


y . ue~ X 41 


lYiaucn ±eiiy uii 




^ ^ ^ ^ 1^ ^ n 4* t r 

^ laenLiuy 




uescrj-pu j-on 


^m,XiUjodjoj puLaLXve pxOL.6xn L/-ixroijxciopsxs ufiaixanaj 


Seq. No. 


230892 


Seq. ID 


LIB3197-011-P1-M1-H3 


Method 


DT nCTY 




g j3 41 O o U J 


bLAbi score 


•3 n n 


E value 


9 Od— 97 

z • ue^ / 


Match length 


O D 


% Identity 


DO 


Nt^oi uescripuion 


(AC005313) putative DNA~binding protein [Arabidopsis 




■hhal-ianal ^rr-i 4'^'^^770 rrK ZiZini7Zld7 ^apnn^9ft4\ rMi-H :ai- i tro 
LliaXXclilciJ ^yJ- 4000/ / U yJO rirtUX / 4i fi / ^riV^vJ U D^Ofi/ pUtaUlVc 




oiyjuoir*~z [inousej una— Dinaing prouein [-"^raDiuopsis tnaxxanaj 


Seq. No. 


230893 


oeq. lu 


T Tn'51 Q7 — m 9 — Pi —Ml — ni o 


ixiernoa 


DT A O rpv 

BLiAb 1 A 




g^o^ / 14 o 


bLiAo i score 


d41 y 


E value 


o . ue— Do 


Match length 


1 OT 


^ J.O.t2Ii t i L. y 


_/0 




\ C\L. \J ^ f J. f '"1 } O^ilL-iiClOv? \«>ClL.ClX^L.iLl^ OLXii-JLlli^Li 




[Arabidopsis thaliana] 


Seq. No. 


230894 


Seq, ID 


LIB3197-012-P1-M1-A11 


Method 


BLASTX 


NCBI GI 


g4580460 


BLAST score 


471 - 


E value 


2.0e-47 


Match length 


101 


% identity 


92 



33180 



NCBI Description 



(AC006081) putative 26S Protease Sufcunit 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230895 

LIB3197-012-P1-M1-A12 

BLASTX 

g267069 

531 

2,0e-54 

98 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
{M84 697 ) alpha-4 tubulin [Arabidopsis thaliana] 



beq. NO. 




beq, lU 


T Tn'31 Q7 — ni 0 — D1 —Ml — n c; 


Method 


TjT 7\ onpv 
JoliAb i A 




g4 0 o u ft uU 


BLAST score 




Hi vaxue 


1 . ue 1 1 


Match length 




% identity 




NCBI Description 


t/\L-uuDUoij puuauive zoo rrocease oUDunii, 4 [Araoiaopsi- 




thaliana] 


beq. iNO. 


z ou 0 y / 


Seq. ID 


Llbo 1 y / "Ulz— Fl— Ml— Ad 


Method 


O T 7\ CTIV 

oLAb i A 




rrl 7 9 "5 R 

g 1 / z J o J 


BLAbi score 




E value 


Q 9 Q 

y . ue— z o 


LYiaiicn xengun 


y D 


V J. Lltr 11 L. X L y 




NCBI Description 


(M38723) RNA polymerase III [Saccharomyces cerevisiae] 


Seq. No. 


230898 


Seq. ID 


LIB3197-012-P1-M1-B10 


Method ' 


BLASTX 


NCBI GI 


g4098521 


BLAST score 


634 


E value 


2.0e-66 


Match length 


131 


% identity 


91 


NCBI Description 


{U79160) HMG-CoA synthase [Arabidopsis thaliana] 




>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 




thaliana] 


Seq. No. 


230899 


Seq. ID 


LIB3197-012-P1-M1-B5 


Method 


BLASTX 


NCBI GI 


gl351014 


"BLAST score 


474 


E value 


l.Oe-47 


Match length 


113 


% identity 


83 



33181 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



408 RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein SB '[Oryza sativa] 

230900 

LIB3197-012-P1-M1-B6 

BLASTX 

g3643602 

322 

7.0e-30 

115 

59 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 

230901 

LIB3197-012-P1-M1-C10 

BLASTX 

93914192 

269 

l.Oe-23 

131 

51 

DIHYDROLIPOAMIDE ACETYLTRANSFERASE COMPONENT OF PYRUVATE 
DEHYDROGENASE .COMPLEX PRECURSOR (E2) . {PDG-E2) 
>gi_3150120_einb_CAA19134_ (AL023595) dihydrolipoamide 
acetyltransf erase component [Schizosaccharomyces pombe] 

230902 

LIB3197-012-P1-M1-C11 

BLASTX 

g4574320 

157 

2.0e-10 

53 

60 

{AF117224) wound-induced protein WI12 [Mesembryanthemum 
crystallinum] 

230903 

LIB3197-012-P1-M1-C4 

BLASTX 

gl20669 

578 

7.0e-60 

134 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

230904 

LIB3197-012-P1-M1-C5 

BLASTX 

g3309170 

280 



33182 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-25 
115 - 
48 

(AF071314) C0P9 complex subunit 4 [Mus musculus] 
230905 

LIB3197-012-P1-M1-D10 

BLASTX 

g4539301 

211 

7.0e-17 

108 

43 

(AL049480) putative mitochondrial protein [Arabidopsis 
t,haliana] 

230906 

LIB3197-012-P1-M1-D11 

BLASTX 

g3063396 

533 

l.Oe-54 

119 

84 

(AB012947) vcCyP [Vicia faba] 
230907 

LIB3197-012-P1-M1-D4 

BLASTX 

g4191778 

320 

l.Oe-29 

105 

63 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

230908 

LIB3197-012-P1-M1-D5 

BLASTX 

g2909781 

549 

2.0e-56 

139 

78 

(AF020288) MgATP-energized glutathione S-con jugate pump 
[Arabidopsis thaliana] 

230909 

LIB3197-012-P1-M1-E11 

BLASTX 

g3915866 

608 

2.0e-63 

138 

80 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE--TRNA LIGASE) (GLNRS) 



33183 



>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus .luteus] 



Seq. No. 


230910 


Seq.. ID 


LIB3197-012-P1-M1-E4 








02062167 




206 


P TTP 1 IIP* 

Hj V d J. Li c 


2 . Oe-16 




78 


% 1 Hf^ni" "i t v 


51 


NCBI Descriotion 


(AC001645) Proline-rich protein APG isolog [Arabidopsis 




L.lidXXClild J 


Seq. No. 


230911 


9prr TO 


LIB3197-012-P1-M1-E5 






LN ^ O X VJI X 


y>^*i^>^x / ^ 




515 


Hi V CL X 


1 np-s2 




111 

XXX 


i 1 HpTTt" "i "h V 


91 




^nflQ6nQ^ ■FiHor* annovin f f^oQ q\7io i nm Hi TQii1~nTnl 

^ W U ^ W./ ^ ^ XXi.^CX dlliiCAXii VJL^O O y L/X Lllll i iX X O Li L. Ulill J 


Seq. No. 


230912 


Cpun in 


T.TR^i g7-m 2-P1 -Ml - n n 

iJXX)>JX^/ L/X^ xX LJX xXW 


LYie unou. 


RT ZX<^TY 


LN^^DX VjX 


rTd46Qn9? 

y 4 fi DZ?U^ O 


OXirlO 1 oOUXC 


^ ^ X 


Ej V dX Lie 


1 np-S6 
X . u c -J \j 


LYldT-t-11 XcIlyL.ll 


X ^ *l 


^ ■iHpri'l~'i'l~\7 


84 


LN^OX UC^L'XX^L.XLJll 


\ r\Xl L/ ^ <J U W ^ y j^LLUdUXvC ^XLJL.CXil ^/^X dJw/Xk.J.L.^^0 X O UiidXXdiidJ 


Seq. No. 


230913 




LTB3197-012-P1-M1-F11 

xiXDiJx^/ \j X £. xx Lix irxx 


LYltr L.I1UU 


RT ACJTV 

OJ-iAO J. A 


IN D X yjl. 


rr2in491Q 
y^xui^x^ 




74 ^ 


Cj V d X Lie 


O • Uc / ^ 


LYidtcn xciiyL.li 


14 4 

X 4 4 


T> X\^dlL.XL.y 


1 no 

X L/ L/ 


INV^OX UcoL^XX^L.XWll 


\u^d.o^^/ rvxnrivj X X X riL^iLiL..' od^xdioj 


Seq, No. 


230914 


Seq. ID 


LIB3197-012-P1-M1-F12 


Method 


BLASTX 


NCBI GI 


gl076627 ^ 


BLAST score 


330 


E value 


8.0e-31 - 


Match length 


110 


% identity 


63 


NCBI Description 


inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 



>gi_790479_emb_CAA58701_ (X83730) inorganic pyrophosphat 
[Nicotiana tabacum] 



Seq. No. 230915 



33184 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-012-P1-M1-F3 

BLASTX 

g71532 

677 

2.0e-71 

138 

99 

keratin, type II cytoskeletal - human (fragment) 
>gi_34069_emb_CAA24760_ (V01516) keratin [Homo sapiens] 
>gi_386847 (J00269) keratin [Homo sapiens] 

230916 

LIB3197-012-P1-M1-F5 

BLASTX 

g267069 

566 

2.0e-58 

105 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183__pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "^score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230917 

LIB3197-012-P1-M1-F7 

BLASTX 

gl814424 

184 

4 .Oe-14 

47 

83 

(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 
230918 

LIB3197-012-P1-M1-F8 • 

BLASTX 

g267069 

■531 

*2.0e-54 
98 
99 

TUBULIN ALPHA-2 /ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

230919 

LIB3197-012-P1-M1-G1 

BLASTX 

gl001708 

273 

4 .Oe-24 

85 

65 

(D64004) NifS [Synechocystis sp.] 



33185 



'Seq. No. 
Seq. ID ' 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq, No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230920 

LIB3197-012-P1-M1-G10 

BLASTX 

g4204260 

164 

2.0e-ll 

51 

59 

(AC005223) 25568 [Arabidopsis thaliana] 
230921 

LIB3197-012-P1-M1-G2 

BLASTX 

gl495273 

546 

4.0e-56 

124 

84 

{Z50752) sugar transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI. 
^.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No.- 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



230922 

LIB3197-012-P1-M1-G3 , 

BLASTX 

g3702641 

214 

3.0e-17 

88 

44 

(AL031825) similar to human 75k autoantigen 
[Schizosaccharomyces pombe] 

230923 

LIB3197-012-P1-M1-G5 

BLASTX 

g3660467 

398 

9.0e-39 

90 

88 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230924 

LIB3197-012-P1-M1-G8 

BLASTX 

g2642157 

267 

2.0e-23 

76 

65 

{AC003000) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



230925 

LIB3197-012-P1-M1-H1 

BLASTX 

g2833386 

537 



33186 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq... ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



4 .06-55 

128 

85 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493_pir S62724 ribulose-phosphate 3-epiinerase (EC 

5.1.3.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epiinerase [Spinacia oleracea] 
>gi_3264788 {AF070941) ribulose-phosphate 3-epimerase 

[Spinacia oleracea] >gi_1587969_prf 2207382A 

D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 

230926 

LIB3197-012-P1-M1-H11 

BLASTX 

gl255951 

598 

3.0e-62 

128 

83 

(X96932) PS60 [Nicotiana tabacum] 
230927 

LIB3197-012-P1-M1-H3 

BLASTX 

gll68410 

574 

2.0e-59 

135 

83 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 
f ructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230928 

LIB3197-012-P1-M1-H4 

BLASTX 

g629602 

182. 

2.0e-13 

57 

65 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230929 

LIB3197-012-P1-M1-H5 

BLASTX 

g3738339 

627 

l.Oe-65 
139 

85 ' 

(AC005170) putative kinase [Arabidopsis thaliana] 



33187 



beq. wo. 




Seq. ID 


LibJiy / — UXz — rl-IXll — no 


Method 


BLASTX 


NCBI GI 


gl066859 


BLAST score 




E value 


A A o 


Match length 


T O 1 


% Identity 


0 / 


NCBI Description 


(Li^yuzu; acetyl uori carooxyiase naiycme inaxj 


beq.. INO. 


Z ^ O 1 


beq. lu 


T 07 — 01 C> — PI -Ml —HQ 
ijiDji;?/vjiziriL^ixri_/ 


Method 


BLASTX 


NCBI GI 


g3451075 


bijAbi score 


D 1 J 


E value 


0 . ue D*i 


Matcn iengtn 


1 '3 "7 

lo / 


^ T ^ T ^ 1 T 

^ laenuXLy 


ft 9 


NCBI Description 


(alujUzoj putiatiive prorein t/\raDiaopsis rnaiianaj 


Seq. No. 


z juy JZ 


beq. iL) 


T TR'^I Q7-ni "^-Pl -Ml -A1 
111 DO 1 J / u ± O r X iYlX riX 


Method 


BLASTX 


NCBI GI 


g3335226 


BLAST score 


O R R 

zoo 


E value 


o . ue— zz 


Match length 


oo 


% identity 


xo 


NCBI Description 


(AF077374) small proline~rich protein [Homo sapiens] 


Seq. No. 


o o A Q Q T 

z ouyoo 


Seq. ID 


LIBoiy /-Ulo-Pl-MX-AXX 


Method 


BLASTX 


NCBI GI 


gX /oXX4d 


BLAST score 


291 


E value 


3.0e-26 


Match Iengtn 


QO 
OZ 


% identity 


bz 


NCBI Description 


HYPQTHETILAL 4z.X KU rKUibXN ZiJ\XoU / . y XJN OnKUMUbUMcj XXX 


>gi oooioio emo o/iAo/^ioo t^^t/ooo; similar uo ijuz pror* 




[Caenorhabdit is elegans] 


beq. NO. 


zou yo^ 


Seq. ID 


LIBoiy /-Ulo-Pl-Ml-Az 


Method 


DIjHO 1 A 


NCBI GI 


g4105472 


BLAST score 


' 151 


E value 


z . ue— Xz 


Match length 


TOO 

Izz 


% identity 


A A 

4 y 


M Q X r\ o V T 4" T 

LNUDi uescnpuivjii 


\r\il \J *± \j\J >j y ) OyHJl^illt; XCoC^L_(JX X^XCLU^U ^J_wL.eXli 1 [_ rHJillL-' 




sapiens] 


Seq. No. 


230935 


Seq. ID 


LIB3197-013-P1-M1-A4 


Method 


BLASTX 


NCBI GI 


g3582436 



33188 



BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201 

l.Oe-15 

69 

61 

(AB017502) 



beta-D-glucan exohydrolase [Nicotiana tabacum] 



230936 

LIB3197-013-P1-M1-A8 

BLASTX 

g3024516 

628 

9.0e-66 

124 

98 

RAS-RELATED PROTEIN RABllC >gi_2160157 {AC000132) Strong 
similarity to A. ■ thaliana ara-2 (gb_ATHARA2) . ESTs 
gb_ATTS2483, gb_ATTS2484,gb_AA042159 come from this gene. 
[Arabidopsis thaliana] >gi_2231303 (U74669) ras-related 
small GTPase [Arabidopsis thaliana] 



Seq. No. 


230937 


Seq. ID 


LIB3197-013-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


gl762144 


BLAST score 


349 


E value 


6.0e-33 


Match length 


123 


% identity 


59 


NCBI Description 


(U48435) putative cytochrome P450 [Solanum chacoense] 


Seq. No. 


230938 


Seq. ID 


LIB3197-013-P1-M1-B2 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


478 


E value 


3.0e-48 


Match length 


123 ' ' ' 


% identity 


72 


NCBI Description 


(AF08514 9) putative aminotransferase [Capsicum chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230939 

LIB3197-013-P1-M1-B3 

BLASTX 

g2384671 

361 

2.0e-34 

88 

82 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 230940 

Seq. ID LIB3197-013-P1-M1-B5 

Method BLASTX 

NCBI GI g533084 

BLAST score 54 4 

E value 2.0e-65 



33189 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14 6 

86 * 

(U07597) delta-9 stearoyl-acyl carrier protein desaturase 
precursor [Thunbergia alata] 

230941 

LIB3197-013-P1-M1-C11 

BLASTX 

g2827039 

344 

l.Oe-32 

92 

72 

(AF008444) 
thaliana] 



chloroplast processing enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230942 

LIB3197-013-P1-M1-C2 

BLASTX 

gl345785 

704 

l.Oe-74 

142 

96 

CHALCONE SYNTHASE 1 (NARINGENIN-CHALCONE SYNTHASE 1 ). 
>gi_567935_dbj_BAA05640_ (D26593) chalcone synthase 
[Camellia sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230943 

LIB3197-013-P1-M1-C3 

BLASTX 

g267069 

579 

6.0e-60 

118 

90 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



230944 

LIB3197-013-P1-M1-D4 

BLASTX 

gll73027 

181 

3.0e-13 

48 

77 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) ribosomal 
protein L31 [Nicotiana glutinosa] 

230945 

LIB3197-013-P1-M1-E1 

BLASTX 

g2980794 

240 



33190 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-34 
104 
69 . 

(AL022197) myb 



like protein [Arabidopsis thaliana]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI- ; 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



230946 

LIB3197-013-P1-M1-E2 

BLASTX 

g2129578 

248 

4.0e-21 

102 

55 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

230947 

LIB3197-013-P1-M1-F3 

BLASTX 

g267069 

422 

2.0e-61 

118 ' ■ 

97 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

230948 

LIB3197-013-P1-M1-G1 

BLASTX 

g2244866 

251 

4 .Oe-25 

99.. 
54 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
230949 

LIB3197-013-P1-M1-G3 

BLASTX 

g2982259 

556 

3.0e-57 

128 

80 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 

230950 

LIB3197-013-P1-M1-G6 

BLASTX 

g4454012 



33191 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

l.Oe-17 

83 

55 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

230951 

LIB3197-013-P1-M1'G9 

BLASTX 

g3851636 

315 

3.0e-29 

77 

77 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein S7 [Avicennia marina] 



230952 

LIB3197-013-P1-M1-H10 

BLASTX 

g2501432 

237 

4.0e-20 

71 ■ 
69 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_214 6981_pir JC4894 

ubiquitin-conjugating enzyme (EC 6.3.2.-) E2 - human 
>gi_1181558_dbj_BAA11675_ (D83004) ubiquitin-conjugating" 
enzyme E2 UbcH-ben [Homo sapiens] 

>gi_4507793_ref_NP_003339. l_pUBE2N_ ubiquitin-conjugating 
enzyme E2N (homologous to yeast UBC13 ) 

230953 

LIB3197-013-P1-M1-H2 

■BLASTX ^ ■ 

g2853081 
366 

5.0e-35 

83 

83 

(AL021768) ATP binding protein 
thaliana] 



- like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230954 

LIB3197-013-P1-M1-H3 * " ^' " 

BLASTX 

g3914449 

614 

5.0e-64 

141 

87 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME .SUBUNIT 
7) >gi_3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 



33192 



Sea No 


230955 


Seq. "ID 


LIB3197-013-P1-M1-H9 


Method 


BLASTX 


NCBI GI 


g3860247 




556 


V. V3 1 IIP 


3. Oe-57- 




116 


% "i Hpnl" "L t V 


91 


NPRT npc!pr inl" i on 


( ACn 05824^ un known OTohpin TATshi Hon*? "i^ 1"hflliAn^i1 


Seq. No. 


230956 


Seq. ID 


LIB31 97-014 -PI -Ml-All 


Method 


BLASTX 


NCBI GI 


gl362086 


BLAST score 


429 


E value 


2.0e-42 


Match length 


115 ■ 


% identity 


75 


NCBI Description 


5-methyltetrahydropteroyltriglutamate — homocysteine 




S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 




>ai 2129919 oir S65957 




mpi" h vl t p1" "ra h vd'TOol" p "Tovl t* T* i nl ii'h^^TTist'P — hoTnor'\7«?"t~P'i np 

>J ILLC L. 1 X Jl^ X C U- X a 1 i ^.AX U. ^ X X L. X X X U CllllCl L> i 1 Will W ^ ^ O C X I iC7 




iiic uii^xL,xciiioxc7xcioc? \i-jv.^ ^.x.x.xiy L'iciuci^ d oL^dx ^cxxwxiirbXC 




>ai 88 6471 ©mb CAA58474 ^X83499'^ mpfhioninp qvn1-h;5^p 

■^yx (juuT / X ^iiix> \^nr^-^ ui/i iiic i^iixwiiXiic o^yiiCiidoc 




If Vafd L> i id X CLi i L. i i U O XWOC?UiOJ 


Sea. No. 


230957 


Seq. ID 


LIB3'197-014-P1-M1-A12 


Method 


BLASTX 


NCBI GI 


al362086 


BLAST score 


408 


E value 


4 . Oe-40 


Match length 


105 


% identitv 

U ^ \^ W 1 1 Imp ^ \^ y 


77 


NCBI Description 


5 -methyl tetrahydropteroyltriglutamate- -homocysteine 




S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 




>ai 2129919 oir S65957 




•J ilLC L.ii X ^ C L. X di 1 VUX U X X U X X y X Li L. diltd L. C iiL^iUUL^y O L. C XilC 




o iiic L.iiy xuxdiioxcxdoc \i-j^ ^. ± . J.. x*iy i^Jduay do Odx ^crxj.wj_iijvxc 




>CTi 886471 pmh rAAS8474 (X8'^499^ mpl-hioninp civn1-ha<?p 

'^yx uuu^ / X ciLUiu/ v_rr^«n'.^ u*i/i \/vo<.j*!i^i7/ iiic uiiXL^iiXiic oyiiuiido^ 




r r^a I" h a T~a n t" h n ^ i^o^^iiqI 

L Wd U i idX dii L.i iLiO XV^OCLiOj 


Seq. No- 


230958 


Seq. ID 


LIB31 97-014 -P1-M1-A3 

XJ X W -^Xw/f V^X^ iLX LJX Ci.'J 


Method 


BLASTX 


NCBI GI 


g3176874 


BLAST score 


182 


E v^^lup 

V ^ La ^ 


l.Oe-13 


M?5"t'ph 1pnnt"h 


58 


% idpni~it"\/ 


53 


NCBI Description 


(AF065639) cucumisin-like serine protease [Arabidopsis 




thaliana] 


Seq. No. 


230959 


Seq. ID 


LIB3197-014-P1-M1-C11 


Method 


BLASTX 


NCBI GI 


g2738949 



33193 



BLAST score 
E value 
Match length 
, % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



481 

l.Oe-48 

100 ' • 

90 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 

230960 

LIB3197-014-P1-M1-C12 

BLASTX 

g2501578 

165 

2.0e-ll 

55 

64 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 

230961 

LIB3197-014-P1-M1-C2 , 

BLASTX 

g3023857 

311 . ■ " 

l.Oe-39 

105 

41 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 

PROTEIN >gi_629591_pir S48839 guanine nucleotide 

regulatory protein - rape >gi_563335_emb_CAA83924_ {Z33643) 
guanine nucleotide regulatory protein [Brassica napus] 

230962 

LIB3197-014-P1-M1-C6 

BLASTX 

g4049341 

209 

6.0e-30 

100 

75 

(AL034567) putative protein [Arabidopsis thaliana] 
230963 

LIB3197-014-P1-M1-D1 

BLASTX 

gl345971 

304 

7.0e-28 

118 

52 

OMEGA-3 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 

>gi_541947_pir JQ2339 omega-3" fatty acid desaturase (EC 

1.14.99.-) GMD - soybean >gi_408792 (L22965) oinega-3 fatty 
acid desaturase [Glycine soja] 



Seq. No, 



230964 



33194 



Sea ID 


LIB3197-014-P1-M1-D12 " 

J_J X i-J v^XJ'/ Vy J- a XX LJX X 


Method 


BLASTX 


NCBI GI 


gl724102 


BLAST score 


418 




3 . Oe-41 




99 




84 


NCBI DescriDtion 


(07 97 66) S— adenos vl— L— homocvs tein hvdrolase; SAH 




[MeseititDryantheiuuiti crystallinuiu] 


Seq* No. 


230965 


Seq. ID 


LIB3197-014-P1-M1-D2 


Method 


BLASTX 


NCBI GI 


g2982262 


BLAST score 


197 


E value 


3.0e-15 


Match length 


108 


St 1 Hpnl" "i 1" V 


44 


NCBI DescriDtion 


fAF0Sl?14) orobable crlutathionp S — trans "Per ^i<^p fPippa 




TTifl T* "i sna 1 

ILLCl X X ai iCL J 


Seq. No. 


230966 


Seq. ID 


LIB3197-014-P1-M1-D6 


Method 


BLASTX 


NCBI GI 


g2982466 . 


BLAST score 


14 5 


P. 1 IIP 


3 Op-09 




4 9 


% icientitv 


61 




fAL022223) nntativp nrot"pin f Arahi dons i s hhal-i;^n3l 


Seq. No. 


230967 


Seq. ID 


LIB3197-014-P1-M1-E1 


Method 


BLASTX 


NCBI GI 


g2160156 


BLAST score 


496 


E value 


2 Oe-50 


Matph 1 pncrth . 


113 


9t -i Hpfvl" 1 1" V 

w J- 1 r L. X L> 


81 


MCRT npcjpy 1 ni" "i nn 

LNV^UX O \«>X X 1.1 X 1 


\ rw^ \j \j \j ^ f \j \^ L \ji i\A oxiiixxctxxu.y 0* v^iiUw' x c u.^ y x l> £\iN.n 




c; vn 1" p "h sp ( rrh 7. 7 1 00 V F ATphi Hr>nc; -ic ■t~hi;^l"i;^n^^1 

Oj^llL^llCL-CLOC \ ^''^ £J 1 ^ d.\J \J / . |_.nX dJiJX UWky 0 XO L.liClXXCliiClJ 


Seq. No. 


230968 


Seq, ID 


LIB3 197-01 4 -P1-M1-E2 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


382 


F. Vr3 1 UP 

J_J V CI X 


2.0e-37 


Ma1"ph 1 pnn1"h 


77 


% identitv 


88 


LN^lJX L^CO ^X X^ L. X ^^11 


\r\C \J H. ^ ^Kj *x I CA^OiiOXii [OL'ooy^XLUU ilXx 0 U, U U.111 J 


Seq. No. 


230969 


Seq. ID 


LIB3197-014-P1-M1-F1 


Method 


BLASTX ' " 


NCBI GI 


gll69009 


BLAST score 


323 



33195 



E value 
Match length 
% identity 
NCBI Description 



;Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-30 
118 ' 
51 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 

( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_542009_pir S40146 

catechol O-methyltransf erase (EC 2.1.1.6) - cider tree 
>gi_437777_emb_CAA52814_ {X74814 ) 0-Methyltransf erase 

[Eucalyptus gunnii] 

230970 

LIB31 97-014 -P1-M1-F2 

BLASTX 

gl888485 • 

252 

3.0e-23 

77 

73 

(Y11749) dihydrof lavonol 4-reductase [Vitis vinifera] 
230971 

LIB3197-014-P1-M1-G11 

BLASTX 

g2739168 

217 

l.Oe-17 

76 

57 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

230972 

LIB31 97-01 4-P1-M1-G9 

BLASTX 

gl36107 

153 

3.0e-10 . * ' 

87 

31 

TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 
AMINOPEPTIDASE) >gi_1082875_pir S54 376 

tripeptidyl-peptidase II (EC 3.4.14.10) - human >gi_339880 
(M73047) tripeptidyl peptidase II [Homo sapiens] 
>gi_4507657_ref_NP_003282. l_pTPP2_ tripeptidyl peptidase II 

230973 

LIB3197-014-P1-M1-H1 

BLASTX 

g729470 

183 

l.Oe-13 

83 

49 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR . 
(NAD-DEPENDENT FORMATE DEHYDROGENASE ) .(FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702_^ 



33196 



CZ214 93) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

,Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230974 

LIB3197-014-P1-M1-H10 

BLASTX 

g2832625 

273 

2.0e-24 

101 

57 

(AL021711) putative protein [Arabidopsis thaliana] 
230975 

LIB3197-014-P1-M1-H2 

BLASTX 

g3913002 

110 

l.Oe-08 

62 

56 

FLORAL HOMEOTIC PROTEIN AGL9 HOMOLOG (TM5) 

>gi_629674_pir S23728 TDR5 protein - tomato 

>gi_i9358_emb_CAA43010_ (X60480) TDR5 [Lycopersicon 
esculentum] >gi_19384_erri>_CAA43170_ (X60758) TDR5 
[Lycopersicon esculentum] 

230976 

LIB3197-015-P1-M1-A10 

BLASTX 

g3152594 

370 

8.0e-36 

87 

11 

{AC002986) Contains repeats similar to RECA protein 
gb_L26100 from Acinetobacter calcoaceticus . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230977 

LIB3197-015-P1-M1-A3 

BLASTX 

gl747296 

343 

2.0e-32 

95 

68 

{D45384) vacuolar H+-pyrophosphatase [Oryza sativa] 
>gi_3298476_dbj_BAA31524_ (AB012766) ovp2 [Oryza sativa] 

230978 

LIB3197-015-P1-M1-A6 

BLASTX 

gl362i07 

218 

8.0e-18 
44 



33197 



% identity 

NCBI Description 



95 

GUT8-2a protein - common tobacco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230979 

LIB3197-015-P1-M1-B1 

BLASTX 

g2262164 

329 

l.Oe-30 

105 

65 

(AC002329) putative obtusifoliol 14-alpha demethylase 
[Arabidopsis thaliana] 



230980 

LIB3197-015-P1-M1-B2 

BLASTX 

gl703108 

732 

7.0e-78 

145 

98 

ACTIN 2/7 >gi_2129525_pir 
thaliana- >gi_2129528_pir_ " 



_S71210 -actin 2 - Arabidopsis 
S68107 actin 7 - Arabidopsis 



thaliana >gi_1049307 {U37281) actin-2' [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230981 

LIB3197-015-P1-M1-B3 

BLASTX 

gll6054 

469 

3.0e-47 

102 

90 

CALCIUM-DEPENDENT PROTEIN KINASE SK5 CCDPK) . 

>gi_280393_pir ^A43713 calcium-dependent protein kinase (EC 

2.7.1.-) - soybean >gi_169931 {M64 987) Glycine max calcium 
dependent protein kinase mRNA. [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230982 

LIB3197-015-P1-M1-B6 

BLASTX 

g4262151 

403 

2.0e-39 

116 

66 

(AC005275) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



230983 

LIB3197-015-P1-M1-B7 

BLASTX 

g2129698 

225 

2.0e-18 



33198" 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
'Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

74 . 

protein kinase ATNl (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_1054 633_emb_CAA63387_ (X92728) protein kinase 
[Arabidopsis thaliana] 

230984 

LIB3197-015-P1-M1-B8 

BLASTX 

gl061040 

617 

2.0e-64 

130 

85 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

230985 

LIB3197-015-P1-M1-B9 

BLASTX 

g3694872 

527 

7.0e-54 

124 

81 

{AF092547) profilin [Ricinus communis] 
230986 

LIB3197-015-P1-M1-C1 

BLASTX 

gl666228 

391 

3.0e-38 
75 

99 ■ 
(U76190 
[Pisum 
>gi_172 



) actin [Pisum sativum] >gi_1666230 {U76191) actin 
sativum] >gi_1724137 (U81046) actin [Pisum sativum] 
4139 (U81047) actin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



230987 

LIB3197-015-P1-M1-C2 

BLASTX 

g3914501 

531 

2.0e-54 

120 

86 

ASPARTATE CARBAMOYLTRANSFERASE 
TRANSCARBAMYLASE 3) (ATCASE 3) 
aspartate carbamoyltransf erase 

230988 

LIB3197-015-P1-M1-C4 

BLASTX 

g267069 

362 



3 PRECURSOR (ASPARTATE 
>gi_609344 (U05293) 
[Pisum sativum] 



33199 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-35 

69 ; . 

96 ' 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gip20183_pir JQ1594 

tubulin alpha chain - Arabadopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

230989 ' 

LIB3197-015-P1-M1-D11 

BLASTX 

g4098128 

393 

2.0e-38 

91 

85 

(U73588) sucrose synthase [Gossypium hirsutum] 
230990 

LIB3197-015-P1-M1-D12 

BLASTX 

gl^44216 

379 

8.0e-37 

82 • 

87 

(D84246) alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230991 

LIB3197-015-P1-M1-D4 

BLASTX 

gl724102 

209 

3.0e-17 

45 

91 

(U79766) S-adenokyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

230992 

LIB3197-015-P1-M1-E11 

BLASTX 

g3097321 

243 

l.Oe-20 

114 

46 

(AB013289) Bd 30K [Glycine max] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



230993 

LIB3197-015-P1-M1-F11 

BLASTX 

g4263711 

341 

4.0e-32 

122 

58 



33200 



NCBI Description 



(AC006223) putative CCR4-associated tr.anscription fact 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230994 

LIB3197-015-P1-M1-F3 

BLASTX 

g3212871 

169 

6.0e-12 

90 

48 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
■ BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



230995 

LIB3197-015-P1-M1-F6 

BLASTX 

g3757514 

589 

4.0e-61 

128 

88 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

230996 ^. 

LIB3197-015-P1-M1-F8 

BLASTX 

g2662343 

261 

6:0e-23 

71 

77 

(D63581) EF-1 alpha [Oryza sativa] 
230997 

LIB3197-015-P1-M1-G1 

BLASTX 

g346685 

353 

8,0e-34 

88 

77 

developmentally-regulated GTP-binding protein - mouse 
230998 

LIB3197-015-P1-M1-G10 

BLASTX 

g2392025 

211 

8.0e-17 

45 

84 

(D88420) stromal ascorbate peroxidase. [Cucurbita sp.] 
230999 

LIB3197-015-P1-M1-G11 



33201 



Mp1~ hnfi 


BLASTX 


NCBI. GI 


g4263519 


BLAST score 


463 


F. va 1 IIP 


2 . Oe-46 




96 




93 


MPRT Hp'^r'T* iot ion 


^AP0040441 ^TTiall niiclpar TihonTDi'p i n Sm — ni f Ar'^^hi Hrinc; i 




^ilClXU.ClilCI J 


Sea No. 


231000 


Seq. ID 


LIB3197-015-P1-M1-G7 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


463 


E value 


2 . Oe-46 


Ma'hr'h Ipnath 

i. ICl L-V— ^^lli^l—ll 


141 


% identity 


62 


NCBI Descriotion 


(AC005882i 43220 FArabidoosis thaliana! 


Seq. No. 


231001 


Seq. ID 


LIB3197-015-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


g2829911 


BLAST score 


375 


V. va 1 IIP 

L_l V -1. 


3 Oe-36 


Matph 1 pnrrth 


103 


i 1 Hpnl" "i 1" V 

o ^ \w4.d 1 ^ y 


30 




fAPnn?PQ1 ^ rin known riTnhPin rAT;:iH"i Hn-nQ "ic: 1-H^j1ianal 


Seq. No. 


231002 


Seq. ID 


LI B3 1 9 7-0 15 -PI -Ml -H 10 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


338 


R \Tri 1 IIP 


1 Oe-33 


MalT'h Ipnn't'h 


95 


9t ■} ripnt* i t V 


"8 0 


NPRT Dp ^PT 1 n't" "i on 


fAP0nSR96^ 4ns rihnsnTTial nrnl-pin SS f Ar^Vii done; i c; l-h^i 1 "i ^^n;^ 1 


Seq. No. 


231003 


Sea TD 


LIB3197-015-P1-M1-H11 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


190 


R va 1 n p 


2 . Oe-14 




83 


% i Hpn1~ "i 1" v 


45 


MPRT Hp CIO T 1 ni~ 1 nn 


^ARni^PftQ^ RH ^DK fPlvrinp m^^5fl 
V vj X ^ ^ o ^ / jL/rv ox oxi ic iiiaAj 


Sea No 


231004 


Seq. ID 


LIB3197-015-P1-M1-H3 


Method 


BLASTX 


NCBI GI 


g3757514 


BLAST score 


252 


'E value 


8.0e-22 


Match length 


64' 


% identity 


73 



33202 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

231005 

LIB3197-015-P1-M1-H4 

BLASTX 

g2828291 

393 

4.0e-38 

115 

72 

(AL021687) putative protein [Arabidopsis thaliana] 
231006 

LIB3197-015-P1-M1-H8 

BLASTX 

g3757514 

220 

5.0e-18 

89 

57 

{AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

231007 

LIB3197-015-P1-M1-H9 
'BLASTX 
g2887459 
511 

3.0e-52 

102 

99 

(AB010922) actin [Cucumis sativus] 
231008 

LIB3197-016-P1-M1-A10 

BLASTX 

g3193306 

334 

3.0e-31 

132 

56 

(AF069300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 

231009 

LIB3197-016-P1-M1-A11 

BLASTX 

g267069 

466 

7.0e-47 

86 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi 166916 



33203 



(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 


231010 


Seq. ID 


LIB3197-016-P1-M1-A12 




BLASTX 


IN ^ O J. VJ X 


□3560264 




168 


R Vf5 1 HP 

i—J V -i_ ^— ' 


1 . Oe-11 


M;=it"r'h 1 pnrfhh 


102 




38 


NCBI DescriDtion 


(AL031535) soil family protein [Schizosaccharoinyces 




231011 


Seq. ID 


LIB3197-016-P1-M1-A5 


Mp1~ hod 


BLASTX 


NCBI GI 


al20669 

JL w \J \J \J 


BLAST score 


592 


E value 


2.0e-61 




116 




94 
^1 




(^T.YPFRAT.nFHYDF ^-PHO^PHATR DE HYDROGEN ASF. PYTOSOLir 




>n"i fifim 4 Di T DRtTMfi nl vppta Idphvdp — 3— nhnsr^h a "hp 




ly ux dicio c ^ Ji)0 X • ^ . X * x^ / 1 iciy i ivj X X o 'xxxxxx-xv^xci 




>rr-i 1 Q'Sfifi pTTih PAA4?Q0S fX6n'^471 rrl vppr;=i 1 dph vHp 




— Qmh ^ "h o Hoh\/Hr*rsrr&n^5 FMArTTiPtl i 1 "i 1 n "i "Fl r^y^l 
o ^1 iwoj^i id L, c ly ^^x ^y d idoc [xicty iiuxxo. xxxxxxxv^xoj 


Seq. No. 


231012 


Seq. ID 


LIB3197-016-P1-M1-A6 




RT.A^TX 

JD XJiT.vJ X /\ 




y^ i ^ Z/ ^ \j 1 




147 


i-j V O U. LaC 


2 Op-09 




114 




•J ^ 


NPRT np <=3 p T 1 r>1~ 1 on 

^ O ^ ^ k</ ^ 1 X 


fAC002505^ hvDothet ical iDrotein TArabidoosis thaliai 


Seq. No. 


231013 


Seq. ID 


LIB3197-D16-P1-M1-A7 


L ie L. 1 iVj^wl 


RT.A9TX 


MfRT (IT 
LN O D X OX 








TT VP 1 np 

i— 1 V CL X U.O 


2 . Oe-41 


L'Jd I, 1 X Cli^ L.1 1 




^ X(atrilL±Uy 




NPRT Dp c;r'T "i inl" "i nn 

inwljx L^d? o ox X^ L. X 1 


^APn4'^?ft4^ pvTisiT^in r (^o*^ viD "1 mn Hi Tsn'hiiTTil 


Seq. No. 


231014 


Seq. ID 


LIB3197-016-P1-M1-B11 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


371 


E value 


6.0e-36 


Match length 


92 


% identity 


74 . 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 


Seq, No. 


231015 



33204 



0 



ffl 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-016-P1-M1-B12 

BLASTX 

g3540182 ... 

162 

l.Oe-18 

101 

58 

{AC004122) Unknown protein [Arabidopsis thaliana] 
231016 

LIB3197-016-P1-M1-B2 

BLASTX 

g3287696 

159 

8.0e-14 

50 

76 

(AC00397 9) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

231017 

LIB3197-016-P1-M1-B6 

BLASTX 

gl657382 

675 

3.0e-71 

136 

90 

(Y09101 ) cholinephosphate cytidylyltransf erase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231018 

LIB3197-016-P1-M1-C10 

BLASTX 

g4138209 

155 

3.0e-10 

67 

42 

(AJ223071) serine/threonine kinase protein MSTK2L, long-form 
[Mus musculus] 



Seq. No. 

Seq. I'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231019 

LIB3197-016-P1-M1-C4 

BLASTX ■ 

g3211975 

336 

2.0e-31 

72 

94 

{AF068195') putative glialblastoma cell 
differentiation-related protein [Homo sapiens] 



Seq. No. 
Seq. ID 



231020 

LIB3197-016-P1-M1-C6 



33205 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gI408471 

492 

9.0e-50 

113 

78 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

231021 

LIB3197-016-P1-M1-D10 

BLASTX 

g4263695 

231 

3.0e-19 

126 

11 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 

231022 

LIB3197-016-P1-M1-D12 

BLASTX 

gl32939 

432 

5.0e-43 

99 

83 

60S RIBOSOMAL PROTEIN L3 .>gi_81657_prr JQ0771 ribosomal 

protein L3 (ARPl) - Arabidopsis thaliana >gi_166858 
{M32654) ribosomal protein [Arabidopsis thaliana] 



231023 

LIB31.97-016-P1-M1-D4 . 

BLASTX 

gll6602 

186 

2.0e-14 

63 

68 

COMPLEMENT C4 PRECURSOR [CONTAINS: 



C4A ANAPHYLATOXIN] 



231024 

LIB3197-016-P1-M1-E5 

BLASTX 

gl22097 

296 

l.Oe-29 

82 

86 

HISTONE H4 >gi_103010_pir S18003 histone H4 - midge 

(Chironomus thummi thummi) >gi_103052_pir S09656 histone 

H4 - fruit fly ^{Drosophila hydei) >gi_103199_pir S10098 

histone H4 - fruit fly (Drosophila melanogaster) 

>gi_542539_pir S40437 histone H4 - midge (Chironomus 

thummi thummi) >gi_1085859_pir B56654 histone H4 - 



33206 



Tigriopus californicus >gi_2119026_pir B56580 histone H4 - 

midge (Chironomus thummi thuinini) >gi_7084_einfo_CAA39772_ 
(X56335) histone H4 [Chironomus thummi] 

>gi_74 34_emb_CAA36806_ (X52576) histone H4 [Drosophila 
hydei] >gi_7440_emb_CAA34920_ (X17072) histone H4 
[Drosophila hydei] >gi_8071_emb_CAA324 35_ {X14215) H4 
histone [Drosophila melanogaster] >gi_10616_emb_CAA36639_ 
(X52393) histone H4 [Tigriopus californicus] >gi_161896 
(M84797) histone H4 [Tigriopus californicus] 
>gi__297562_emb_CAA51323_ (X72803) histone H4 [Chironomus 
thummi] >gi_1419478_emb_CAA66066_ (X97436) histone H4 
[Drosophila hydei] >gi_1419480_emb_CAA66067_ (X97437) 
histone H4 [Drosophila melanogaster] 

>gi_1419482_emb_CAA66068_ (X97438) histone H4 [Drosophila 
melanogaster] - >gi_1882999_emb_CAA62808_ (X91508) histone H4 
[Acrolepiopsis assectella] >gi_1885324_emb_CAA62814_ 
(X91514) histone H4 [Myrmica ruginodis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231025 

LIB3197-016-P1-M1-F11 

BLASTX 

gl370190 

177 

l.Oe-19 

86 

64 

(Z73944) RAB8A [Lotus japonicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231026 

LIB31 97-01 6-P1-M1-F4 

BLASTX 

g232024 

251 

8.0e-22 
81 

.64 

PROTEIN E6 >gi_421806_pir ^A46130 fiber protein— upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231027 

LIB3197-016-P1-M1-F6 

BLASTX 

g2289961 

346 

l.Oe-32 

90 

79 

(U82434) AtRABS [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231028 

LIB3197-016-P1-M1-G12 

BLASTX 

g2062167 

348 



33207 



T*" Tra 1 1 1 o 




Kia,tcn xengtn 


7 1 

/ 1 






iN^r3± uesciTip uion 


^rt.L^uu j.D*i 0 ; irroj-xne xxcn pirotein Arij isoiog [AraDiciopsxs 




Uild J- Xdnd J 


OctJ ■ iNU • 




Seq. ID 


LIB3197-016-P1-M1-G4 


Method 


BLASTX 


NCBI GI 


g4263790 




202 


El V d X U.C 


A Op-I 

*i . \J t3 X O 




70 








\r\\^\j\j\j\jxjo ) puudtxve cnnjo pxotexn {./ixdDxaopsxs unaxiana 


Secf No 


231030 




Q7-ni ^^-P1 -Ml -HI 2 

XiXO^XZ7r UXU tX 1*1 X FIX^ 






NCBI GI 


all68256 


BLAST score 


210 




4 Oe-17 


Match length 


53 


% identity 


70 








^ i rLrt.LNoiii\ixiNHo£j . -^gx Di7jDoo ^uxou^io; aspamaLe 




ainxnoL.ransrerdse L^raoxaopsxs rnaxxanaj '^gx o^uib-^z 




\/it^uu fi D D!7 J dspaxi.ai-.e aiuxnoi-iransxexdse [AiraDxaopsxs 




unaxxana j 


f^f^n Nn 


231 031 

^ O X VJ «J X 


Sea ID 


LIB3197-016-P1-M1-HS 


Mpt hod 


BLASTX 


NCBI GI 


g81811 


BLAST score 


145 


Cj V dx U.C 


A np-OQ 


L*idL.t-il XcriyL.ll 


v5 X , 


•D icient,xuy 




iNv^ox jJcoCx xp L.xun 


xxDosoiiiax pj-onexn oxx soyoean ^ xir a gitienu j -^qi x/uuo4 




vixioxuzfi; rxDosoiuax prouexn oXX [tjxycxne inaxj 




231 032 
^ ^ X w o z. 


Sea ID 


LTR31 Q7-01 6-P1 -Ml -Hfi 

XJXO'.^X^/ ^JXvJ C^X Li X Xl U 


Mp+~ Vi 


RT.A9TY 


NCBI f^T 


rrl 1 fifl2S6 


RT.AST e^nnrp 


J -7 M 


E va 1 HP 


9. Oe-62 


Match length 


127 


% identity 


82 


MPRT DpQr'T*"! Til" "1 ntTt 

LN^DX UCoOXXpUXUli 


AC;PZ\DTATP AMTMOTR AMQITirRnCITr MTTOr^HnTvinP T ZiT DDTrTTDCnD 




f TRANSAMINASE A\ >a\ fiQ3fi8fl fill S02fi^ c;nA r-h sI-p 




aminotransferase [Arabidopsis thaliana] >gi_3201622 




(AC004669) aspartate aminotransferase [Arabidopsis 




thaliana] 


Seq. No. 


231033 


Seq. ID 


LIB3197-016-P1-M1-H9 



33208 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g2160169 

184 

l.Oe-13 

73 

55 

(AC000132) No definition line found [Arabidopsis thaliana] 
231034 

LIB3197-017-P1-M1-A10 

BLASTX 

gll74162 

593 

l.Oe-61 

111 

93 

(U4 4 97 6) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
231035 

LIB3197-017-P1-M1-A12; 

BLASTX 

gl25080 

744 . 

3,0e-79 

151 

99 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 

14) >gi_2144816_pir KRHUE keratin, 50K type 

- human >gi_386848 {J00124) keratin [Homo sapiens] 
>gi_4504913_ref_NP_000517.1_pKRT14_ keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner 

231036 

LIB3197-017-P1-M1-B11 
BLASTX 
g2244850 
190 

9.0e-22 
109 
64 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
231037 

LIB3197-017-P1-M1-B4 
BLASTX 
g4056479 
266 

2.0e-23 
80 
66 

(AC005896) unknown protein [Arabidopsis thaliana] 
231038 

LIB3197-017-P1-M1-B6 
BLASTX 



14) (K14) (CK 
I cytoskeletal 



33209 



NCBI GJ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244750 

611 ' ■ 

2.0e-64' 

129 

94 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231039 

LIB3197-017-P1-M1-E11 

BLASTX 

g2760334 

413 

2.0e-40 ^ 

87 

83 

(AC002130) F1N21.5 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231040 

LIB3197-017-P1-M1-E12 
'BLASTX 
g2154715 

208 . V- 

7.0e-17 

67 

69 

{Y09418) CDPK-related protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231041 

LIB3197-017-P1-M1-E5 

BLASTX 

g464621 

261 

8.0e-23 

96 

54 

60S RIBOSOMAL 'PROTEIN L6 {YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ {X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231042 

LIB3197-017 

BLASTX 

g4337175 

454 

2.0e-45 

127 

69 

(AC006416) 
gb_T04111, 
gb_R90604, 
gb_AA720210 



-Pl-Ml-FlO 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



231043 

LIB3197-017-P1-M1-F12 
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Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

92213595 ' . 

350 

3.0e-33 

109 

60 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
231044 

LIB3197-017-P1-M1-F4 

BLASTX 

g82264 

210 

l.Oe-16 

43 

91 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 

cl precursor (clone pC(l)8I) - potato (fragment) 

>gi_4 9878 9_emb_CAA56109_ (X79597) cytochrome cl [Solanum 

tuberosum] 

231045 

LIB3197-017-P1-M1-G10 
BLASTX 

gl495251 ' 
348 

3.0e-33 

91 . 
70 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
231046 

LIB3197-017-P1-M1-G12 

BLASTX 

gl771162 

260 

l.Oe-22 

118 

48 

(X98 930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

231047 

LIB3197-017-P1-M1-G4 

BLASTX 

g2654208 

97 

l.Oe-08 

40 

88 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi_2773050 (AF039083) heat shock 70 protein [Spinacia 
oleracea] 

231048 

LIB3197-017-P1-M1-G6 



.33211 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengt'h 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. :No 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4204300 

202 

9.0e-16 
79 

52 r 

(AC003027) Unknown protein [Arabidopsis thaliana] 
231049 

LIB3197-019-Q1-M1-A10 

BLASTX 

g3097321 

185 

9.0e-14 

89 

44 

(AB013289) Bd 30K [Glycine max] 
231050 

LIB3197-019-Q1-M1-A11 

BLASTX 

g3097321 

191 

2.0e-14 

104 

38 

(AB01328 9) Bd 30K [Glycine max] 
2310-51 

LIB31 97-01 9-Q1-M1-A2 

BLASTX 

gl20669 

425 

5.0e-42 
87 

90 ^„ 

GLYCE^LDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



231052 

LIB3197-019-Q1-M1-A3 

BLASTX 

g2829902 

399 

5.0e-39 

109 

73 

(AC002311) Putative sulphate 
[Arabidopsis thaliana] 

231053 

LIB3197-019-Q1-M1-A6 

BLASTX 

g4510344 



transporter protein#protein 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



149 

l.Oe-09 

84 

42 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
231054 

LIB3197-019-Q1-M1-A7 

BLASTX 

gl703115 

510 

6.0e-52 

93 

100 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 

231055 

LIB3197-019-Q1-M1-A8 

BLASTX 

gl486472 

421 

2.0e-41 

96 

84 

'(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] , 



Seq. No. 


231056 


Seq. ID 


LIB3197-019-Q1-M1-B11 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


333 


E value 


4.0e-31 


Match length 


123 


% identity 


78 


NCBI Description ' 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


231057 


Seq. ID 


LIB3197-019-Q1-M1-B2 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


307 


E value 


2.0e-28 


Match length 


69 


% identity 


81 


NCBI Description 


{AL021711) putative protein [Arabidopsis 


Seq. No. 


231058 


Seq. ID 


LIB3197-019-Q1-M1-B7 


Method 


BLASTX 


NCBI GI 


gl209756 


BLAST score 


147 


E value 


l.Oe-09 


Match length 


54 
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% identity 

NCBI Description 



63 

(U43629) integral membrane protein [Beta vulgaris] 



Seq. No. 


231059 


oeq, ID 


blDOiy/~Uiy~yi Mi— DO 


Method 


DT TS. CTV 

oLiAo 1 A 


NCBI bl 




oLi/io 1 score 




E value 


H. . ue— D D 


Match length 


iz 1 


i "1 ^ +* 1 4" 1 7 


o _? 


LNL^Di jjescnptxon 


^uoofiifi^ acmn [.Vaossypium nirsuuumj 


Seq. No. 


231060 


Seq. ID 


LIB3197-019-Q1-M1-C1 


Method 


oLiAb i A 


NUdI bl 


—o Q1 Ai A r\ 
gjy 1 41 / 4 u 


nLAb i score 


1 Q n 

ly u 


E value 


D . ue— 10 


Match length 


ou 


% Identity 


/ o 


iNL-Di uescnpuion 


DUo t\lDUoULYlrili rKUlUjlLN Li^O -^gi ^IDUOUU CLDj oAHloyfil 




\u/ofii73^ riDOSomai prouein L^rassica rapaj 


Seq. No. 


231061 


beq. lu 


T T'D'51 0*7 n 1 Q P»1 iwrl r'l O 

jLiioJiy /— uiy— yi— Mi— oiz 


Method 


DT A CPV 
DitAb 1 A ' 


NCBI GI 


«o o o ri ^ 

gzDz^zyo 


dLiAo i score 


1/11 
141 1 


E value 


i . Ue-Uo 


Match lengtn 


oU 


% identity 


Oo 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


231062 


oeq. iJJ 


TTD'31Q'7niQ/^lRAlO'3 

iiinoiy /-uiy-yi-Mi-co 


Metnod 


D T 7\ O rp V 

iJLAb i A 


NCBI GI 


gjyz 4 ol 1 


oLAbi score 


1 Q T 

io / 


E value' 


4 . Ue-i4 


Matcn lengtn 


1-^ J 


% identity 




iNUDi ue script ion 


t Ar u oy 4i 4i J nypouneuicai prouein [Araoiaopsis rnaiiana 


Sea No 


231063 


Seq. ID 


LIB3197-019-Q1-M1-C7 


Method 


BLASTX 


NCBI GI 


g400384 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


104 


% identity 


35 


NCBI Description 


NADH-UBIQUINONE OXIDOREDUCTASE B14 SUBUNIT (COMPLEX I; 




(CI-B14). >gi 346536 pir S28245 NADH dehydrogenase 



(ubiquinone) (EC 1.6.5.3) chain CI-B14 - bovine 
>gi_240_emb_CAA44896_ (X63211) NADH dehydrogenase [Bos 
taurus] 
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Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231064 

LIB3197-019-Q1-M1-C9 

BLASTX 

g2129559 

496 

3.0e-50 

110 

87 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi__1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 



oeq. iNo . 


0 1 n c; 


beq. xu 


jjiDjiy / — u 1 y-y 1— Ml— U± 


Metnou 


OT 7\ O T" V 




g^ 4 y u / 0 D 


oLAol score 


Q Q 


E value 


D . ue- 


jxiaLcn lengtn 


P 

0 D 


^ laenuiuy 


1 0 


NCBI Description 


(ALUJo/Uo) nypotneticai protein LArabiaopsis tnalianaj 


beq. NO. 


^ OIUDD 


Seq. ID 


LIB3197-019-Q1-M1-D10 


Method 


BLASTX 




goUZ4Ul/ 


dLAoI score 


4 bo 


E value 


D . Ue-4 / 


Match length 


y y 


% Identity 


yz 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-lA) 




(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 


iv ... 


initiation factor elF-lA [Onobrychis viciifolia] 


Seq. No. 


231067 


Seq. ID 


LIB3197-019-Q1-M1-D11 


Method 


BLASTX 


NCBI GI 


g3913295 


BLAST score 


704 


E value 


l.Oe-74 


Match length 


138 


% identity 


91 


NCBI Description 


CAFFEIC ACID 3-0-METHYLTRANSFERASE 




(S-ADENOSySL-L-METHIONINE:CAFFEIC ACID 




3-0-METHYLTRANSFERASE) (COMT) >gi_602588_emb_CAA58218_ 




(X83217) caffeic 0-methyltransf erase [Prunus dulcis] 


Seq. No. 


231068 


Seq. ID 


LIB3197-019-Q1-M1-D12 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


194 


E value 


7.0e-15 
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Match length 

% identity 

NCBI Description 



75 

52 ' , 

(AC003027) Unknown protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231069 

LIB3197-019-Q1-M1-D3 

BLASTX 

gl20668 

531 

2.0e-54 

116 

92 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_82399_pir ^A24159 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - barley (fragment) 
>gi_167044 (M36650) glyceraldehyde-3-phosphate 

dehydrogenase [Hordeum vulgare] >gi_225347_prf 1301218A 

dehydrogenase, glyceraldehydephosphate [Hordeum vulgare var. 
distichum] 



beq. No. 






oeq. lu 


i^XDO / \J ±y I'll u / 




rietnoa 


RT ZXC;TY 






g.jjj^iiio 




BLAST score 


192 




E value 


l.Oe-14 




Match length 


J / 




% identity 


y / 




NCBI Description 


ACi b-LUA— bilNUlNb rKUihilN 


{AL^Dtr) >gi iUUboJi (UJoUlD) 




acyl—CoA— binding protein 


[Gossypiuiu hirsutuiu] 


Seq. No. 


231071 




Seq. ID 


LIB3197-019-Q1-M1-D9 




Method 


BLASTX 




NCBI GI 


g4335864 




BLAST score 


562 




E value 


4.0e-58 




Match length 


116 




% identity 


85 




NCBI Description 


(AF052040) calreticulin 


[Berberis stolonif era] 


Seq. No. 


231072 




Seq. ID 


LIB3197-019-Q1-M1-E1 




Method 


BLASTX 




NCBI GI 


g88052 




BLAST score 


290 




E value 


5.0e-35 




Match length 


83 




% identity 


95 




NCBI Description 


keratin K5, 58K type II, 


epidermal (version 2) - human 




( fragment ) 




Seq. No. 


231073 




Seq. ID 


LIB3197-019-Q1-M1-E2 




Method 


BLASTX 




NCBI GI 


g3236237 




BLAST score 


274 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBP Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI De3cription 

Seq: No. 

Seq. ID 

Method V 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' ' ^ 

Match length 

identity 
NCBI Description 



2.0e-24 
90 

60 : 

(AC004684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 

231074 

LIB3197-019-Q1-M1-E3 

BLASTX 

gll74600 

379 

l.Oe-36 

72 

96 

TUBULIN BETA CHAIN >gi_4 93710_dbj_BAA06382_ (030717) 
beta-tubulin [Oryza sativa] 

231075 

LIB3197-019-Q1-M1-E4 

BLASTX 

g4314378 

251 

l.Oe-21 
101 

52 . - 

(AC006232) putative lipase [Arabidopsis thaliana] 
231076 

LIB3197-019-Q1-M1-E5 

BLASTX 

gl587206 

443 

3.0e-44 

93 

95 

T complex protein [Cucumis sativus] 
231077 

LIB3197-019-Q1-M1-E9 

BLASTX 

g3242728 

215 

3.0e-17 

134 

36 

(AC003040) unknown protein [Arabidopsis thaliana] 
231078 

LIB3197-019-Q1-M1-F1 

BLASTX 

gl362086 

458 

7.0e-46 

96 

91 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 



33217- 



>gi_2129919_pir S65957 

S-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_88 64 71_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



oecj. NO. 


<c 0 X u / ^ 


Qarr T H 

oecj . 1 u 


Q7-ni Q-01 -Ml -F1 0 


ixie cnoa 


OXjM.O 1 A. 




n^ ft 4 '^^97 


o ±jr^o X o ^ -L c 


472 


Ej VaXU-C 




Match length 


124 


% identity 


43 




/n7'^7A7\ anriOYirt ff^/^QC \tt\ \ nnn Vii T^Qn+"nm1 
^U/0/*± f / aliliC AXII Lovjooy^x UIU iiX J. 0 U. L. UlU J 


O e • LN O . 


90-1 n R n 
^ jX U 0 U 




T Q7 — ni Q-nl -Ml -F1 9 


Method 


DT Zi CTV 




g^i 4 yu / J / 


oLirio i scoire 


^ ^ 


E value 


^ . Uc 0 X 


Match length 


122 


% identity 


59 


uescripnon 


^axjUjD/uoj puL-aLXve protein (.riraoxaopsis unaxxanaj 


beg. NO. 


901 HP 1 
J i U 0 1 


oeg. lu 


T TD'51 Q7_ri1 Q — nl —Ml — TTR 


Metnoa 


D T 7\ 0 T^V 


XT O O T T 


g4 4 y 


DhP^oi score 


z 0 y 


E value 


A Ho — 9^; 


Match length 


/ o 


% identity 


73 


NCBI Description 


{AB013912) DNA helicase [Mus musculus] 


O n KT /-V 

beg.. NO. 


9 01 np 9 
Z 0 X U 0 


beg. lu 


T TD'51 Q7_m Q_m —Ml —PI fl 




DT nqT<Y 




rrl 1 ^;P 7 9 Q 

gi ±00 / z 0 


bL/ibi score 


^ ft 
4 0 0 


E value 






114 

X JL *3 


% identity 


82 


NCBI Description 


CI NNAMYL- ALCOHOL DEHYDROGENASE 1 (CAD) >gi_598071 




cinnamyl-alcohol dehydrogenase [Arabidopsis thalia 


Seq. NOi 


231083 


Seq. ID 


LIB3197-019-Q1-M1-G11 


Method 


BLASTX 


NCBI GI 


g585451 


BLAST score 


264 


value 


4.0e-23 


Match length 


91 


% identity 


58 



NCBI Description MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 62 KD ISOFORM 

PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(NAD-ME) >gi_1076667_pir B53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 62K chain precursor, 
mitochondrial - potato >gi_4 3824 9_emb_CAA8 055 9_ (Z23023) 
malate dehydrogenase [Solanum tuberosum] 

231084 

LIB3197-019-Q1-M1-G12 

BLASTX 

gl843527 

484 - • 

8.0e-49 

127 

44 

(U73747) annexin [Gossypium hirsutum] 
231085 

LIB3197-019-Q1-M1-G2 

BLASTX 

g232024 

454 

2.0e-45 

109 

82 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_21294 98_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084. 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 


231086 


Seq. ID 


LIB3197-019-Q1-M1-G3 


Method 


BLASTX 


NCBI GI 


g2653446 


BLAST score 


278 


E value 


8.0e-25 


Match length 


95 


% identity 


63 


NCBI Description 


(AB009077) proton pyrophosphatase [Vigna radiata] 


Seq. No. 


231087 


Seq. ID 


LIB3197-019-Q1-M1-G4 


Method 


BLASTX 


NCBI GI 


g464775 


BLAST score 


430 


E value 


l.Oe-42 


Match length 


86 


% identity 


92 


NCBI Description 


SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi 542013 pir 



superoxide dismutase - Para rubber tree >gi_348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



231088 

LIB3197-019-Q1-M1-G5 

BLASTX 

g2501448 

248 

8.0e-26 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

86 ■ 

UBIQUITIN-LIKE PROTEIN SMT3 >gi_1707372_emb_CAA67923_ 
(X99609) ubiquitin-like protein [Arabidopsis thaliana] 

231089 

LIB3197-019-Q1-M1-G6 

BLASTX 

g3023858 

566 

2.0e-58 

114 

33 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_1256608 (U44850) G protein beta subunit 
[Glycine max] 

231090 

LIB3197-019-Q1-M1-G7 

BLASTX 

g629806 

291 

8.0e-40 

96 

86 

tubulin beta 
beta tubulin 



chain - rice ^>gi_4 937"25_emb_CAA55912_ (X79367) 
[Oryza sativa] 



231091 

LIB3197-019-Q1-M1-G8 

BLASTX 

g3892051 

234 

3.0e-29 

82 

80 

(AC002330) predicted NADH dehydrogenase 24 
[Arabidopsis thaliana] 



kD subunit 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



231092 

LIB3197-019-Q1-M1-G9 

BLASTX 

gll9354 

530 

3.0e-54 
115 

88 ■ . * 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_82082_pir JQ1185 

phosphopyruvate hydratase (EC 4.2.1.11) - tomato 
>gi_19281_emb_CAA41115_ (X58108) enolase [Lycopersicon 
esculentum] 

231093 

LIB3197-019-Q1-M1-H11 

BLASTX 

g4220537 
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DLitioi score 


R /I Q 




E value 


/ ..Ue-OD 




Matcn lengtn 


IOC 




% identity 


0 1 




NCBI Description 


(aJjUoojod; rSKil/ — 1 iiKe prouein [AraDiciopsis tnaiianaj 




oec3* NO. 


^ J 1 U 3 4 






I.TR*^! Q7-m Q-Ol -Ml -HI 7 




Method 












BLAST score 


170 




E value 


5.0e-12 




Maucn j.engun 


D D 




% identity 






NCBI Description 


bUANllNcj JNUUijEjUi 1 Ulij-Di JNUlJNtj rKUi hji JN nb i A oUdUNI i 






>gi loyoi/y eitiD^t^AA / u / u 4 (luyoioj b prorein Deta suounit 






[ Nicot iana pluiubagini folia ] 




• LNO , 


Z O 1 u 


■=37 




T Q7 — m Q-m -Ml - H9 
ijlDj±y / U 1 ^ vl •■■'1 




Meiinoa 


DliAb 1 A 


01 




gi/iuool 


i a a 


BLAST score 


400 




E value 


4,0e-39 


D 


Match length 


y / 




% identity 


n c 
/ D 




NCBI Description 


bUb RIBObOMAL PROTEIN Ly >gi i Z\j pir S71255 ribosoma. 


i-i S 




prouem Ly - AraDiaopsis tnaiiana >gi iiu/4oy erriD CAAboU^ 






(xyiyoo) bub riDosortiai protein Ly [Arabiaopsis tna liana] 


" 


oeq • INO . 


^ o 1 u y D 




bec5- iu 


Lib J i y / — U 1 y — yi-ixii — n4 




Method 


BLASTX 




NCBI GI 


g2661840 




oij/\bi score 


"5 Q n 
JO u 




E value 


1 . ue- J D 




Match length 


iUD _ 




% identity 


b / 




nldi uescripLion 


(■Y154 30 ) adenosine kinase [ Physcoiuitrella patens ] 




oeq. NO. 


z J 1 u y / 




oeq. lu 


LiDjiy /— uiy— yi— ixil— rib 




rie cnoo 


RT Zi QTV 
D JjrlO Jl A 




NCBI GI 


g2244847 




BLAST score 


304 




E value 


y • ue-^:: o 




Matcn lengtn 


1 ri Q 




% laentity 


0 /' 




NCBI Description 


(Z97337) hydroxyproline-rich glycoprotein homolog 






[Arabidopsis thai iana ] 




Seq. No. 


231098 




Seq. ^ ID 


LIB3197-020-Q1-M1-A11 ... 




Method 


BLASTX 




NCBI GI 


g2062167 




BLAST score 


468 




E value 


6.0e-47 
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01 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

87 ■ • 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

231099 

LIB3197-020-Q1-M1-A12 

BLASTX 

g2853087 

172 

3,0e-12 

74 

50 

(AL021768) putative protein [Arabidopsis thaliana] 
231100 

LIB3197-020-Q1-M1-B10 

BLASTX 

gl524370 

242 

4.0e-38 

115 

73 

(X92491) TOM20 [Solanum tuberosum] 
231101 

LIB3197-020-Q1-M1-B12 

BLASTX 

g267069 

591 

2.0e-61 

109 

98 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697 ) alpha-4 tubulin [Arabidopsis thaliana] 

231102 

LIB3197-020-Q1-M1-B5 

BLASTX 

g3063710 

306 

5.0e-28 

71 

75 

(AL022537) putative protein [Arabidopsis thaliana] 
231103 

LIB3197-020-Q1-M1-C11 

BLASTX 

gl703129 

620 

9.0e-65 

117 

100 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 

231104 

LIB3197-020-Q1-M1-C12 

BLASTX 

g2677828 

398 

l.Oe-38 

116 

66 

{U93166) cysteine protease [Prunus armeniaca] 
231105 

LIB3197-020-Q1-M1-D12 

BLASTX 

g3914449 

735 

3.0e-78 

145 

99 

265 PROTEASE REGULATORY SUBUNIT 7 {2 6S PROTEASOME SUBUNIT 
7) >gi_3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 

231106 

LIB3197-020-Q1-M1-E10 

BLASTX 

g3386614 

445 

3.0e-44 

118 

40 

(AC004665): 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231107 

LIB3197-020-Q1-M1-E11 

BLASTX 

g464849 - 

763 

l.Oe-81 

143 

100 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

231108 

LIB3197-020-Q1-M1-E12 

BLASTX 

g2832625 . 

429 

2.0e-42 

101' 

81 

(AL021711) putative protein [Arabidopsis thaliana] 
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NCBI GI 


gl053047 


BLAST score 
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£j V dJ. LLC 




3 +" 1 ^T't" Vi 

lYia L cn xeny i-ii 




» ^ ^4 ^ T ^ ^ f 
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iixbLuiic no [uxycxne itiaxj -^yx xuoouox [Ujoh^/} n, 




Loxycxilc IllaXJ 


Sea No 


231110 


Seq. ID 




MpI" hod 


BLASTX 


Li \v> LJ J. 


y \j / \J \J ^ 


BLAST score 


265 


E value 


l.Oe-23 






IS XQcIlLXLy 


0 0 


iNL/DX uescxxpuxon 






uuDuxxn axpna cnaxn — /iraDiaopsis -tnaxiana -^qi 




UYiofiDyD; apna-^: tiuDuiin LAraDiaopsis tnaiianaj 




liyiofioy/; aipna-4 uUDUxm [AraDiaopsis tnaiianaj 


oeq . LNO . 


9 '^1 1 1 1 

^ 0 X X X X s. 


Seq. ID 


LIB3197-020-Q1-M1-F10 


Method 


BLASTX 


MpDT rir 

Vi\^Dx 0 X 


XOO^D 


DXltio 1 SCOXc 




rj vaxue 


1 . ue— ofi 


ixiatcn xenytn 


xo^ 


» ^ 4" T ^ * * 

^ xaem_iii.y 




inudx uescripLxon 


tAwuuUs34ioj i/Ny.iD L^raDiuopsis tnaxianaj 




^ 0 X X X z 


Seq. ID 


T.TR^l Q7-n9n-01 -Ml -F1 1 
j-txo^j.^/ u^u wx t*ix rxx 


Method 


BLASTX 


NCBI GI 


g231496 


oxirio 1 ootjxc 


^ C C t 

J Q 0 


E vslue 


1 Oo-T^ 
X . ue 0 J 


lYiaucn xenyun 


7 0 


^ XUdiLXLy 


Q7 


NCBI Description 


AUiiiN Do >gi iuu^zi pir b^uuy4 actin - potato 




>gi_^ 1 J jD_emD_LAAj / 0 (Xoo/^y) actin LSolanum 


cpcr No 


23111-3 


Seq. ID 


LIB3197-020-Q1-M1-F12 


Method 


BLASTX 


NCBI GI 


g231683 


BLAST score 


381 


E value 


l.Oe-36 


Match length 


114 


% identity 


61 



H3 



>gi_166916 



NCBI Description 



CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
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>gi_l 62 1 l_emb_GAA7 9 1 4 4_ 
[Arabidopsis thaliana] 



(Z18242) calnexin homolog 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231114 

LIB3197-020-Q1-M1-F4 

BLASTX 

g3821730 

223 

3.0e-18 

69 

67 

(Z99991) formate dehydrogenase [Solanum tuberosum] 
231115 

LIB3197-020-Q1-M1-F5 

BLASTX 

g3695059 

452 

4.0e-45 

134 

69- 

(AF064787) 
japonicus] 



rac GTPase activating protein 1 [Lotus 



231116 - . 

LIB3197-020-Q1-M1-G12 

BLASTX 

g3885328 

201 

9.0e-16 

63 

57 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

231117 

LIB3197-020-Q1-M1-G4 

BLASTX 

g3024764 

234 

l.Oe-19 

116 

49 

UBIQUITIN CARBOXYL-TERMINAL HYDROLASE T (UBIQUITIN 
THIOLESTERASE T) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE T) 
(DEUBIQUITINATING ENZYME T) ( ISOPEPTIDASE T) >gi_3287373 
(AC002397) ISOT [Mus musculus] 



231118 

LIB3197 

BLASTX 

g388178 

173 

2.0e-12 

116 

38 

{Z48638 



-020-Q1-M1-G5 



0 



similar to lipid transfer protein [Caenorhabditis 



33225 



elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2*31119 

LIB3197-020-Q1-M1-G9 

BLASTX 

g2213595 

357 

5.0e-34 

106 

63 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
231120 

LIB3197-020-Q1-M1-H11 

BLASTX 

g3643598 

419 

9.0e-44 

106 

86 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231121 

LIB3197-020-Q1-M1-H2 

BLASTX 

g232024 

184 

3.0e-14' 

55 

67 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5* start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutiam] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231122 

LIB3197-020-Q1-M1-H5 

BLASTX 

g3212877 

437 

2.0e-43 

101 

79 

(AC004005) Lea-like protein [Arabidopsis thaliana] 
231123 

LIB3197-020-Q1-M1-H8 

BLASTX 

g3869088 

605 

5.0e-63 

ir6' 

100 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
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Seq. No. 

-Seq. ID ■'■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231124 

LIB3197-020-Q1-M1-H9 

BLASTX 

gl31770 

378 

2.0e-36 

105 

66 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231125 

LIB3197-021-Q1-M1-A1 

BLASTX 

g3913008 

299 

2.0e-30 . 

86 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231126 

LIB3197-021-Q1-M1-A11 

BLASTX 

gl666228 

374 

3.0e-47 

95 

99 

(U7619Q) actin [Pisum sativum] >gi_166623,0 (U76191) actin 
[Pisum sativum] >gi_1724137 (U81046) actin [Pisum sativum] 
>gi_1724139 (U81047) actin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231127 

LIB3197-021-Q1-M1-A12 

BLASTX 

g3212869 

512 

4.0e-52 

111 

86 

(AC004 005^, unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231128 

LIB3197-021-Q1-M1-A2 

BLASTX 

g4033468 

401 

4.0e-39 

112 

46 

ARGININE/SERINE-RICH SPLICING FACTOR RSP40 
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Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2582641__emb_CAA67800_ (X99437) splicing factor 
[Arabidopsls thaliana] >gi_2980800_emb_CAA1817 6_ (AL022197) 
splicing factor At-SRp40 [Arabidopsis thaliana] 

231129 

LIB3197-021-Q1-M1-A5 

BLASTX 

g4204300 

149 

l.Oe-09 

56 ' 
57 

(AC003027) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231130 

LIB3197-021-Q1-M1-A6 

BLASTX 

g4098331 

620 

8.0e-65 

114 

97 

(U76896) beta-tubulin 5 [Triticuin aestivum] 
231131 

LIB3197-021-Q1-M1-A8 

BLASTX 

g4455199 

210 

3.0e-17 

49 

80 

(AL035440) putative protein [Arabidopsis thaliana] 
231132 

LIB3197-021-Q1-M1-B1 

BLASTX 

g3176098 

383 

5.0e-37 

127 

35 

(Y15036) annexin [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231133 

LIB3197-021-Q1-M1-B10 

BLASTX 

g2827755 

278 

l.Oe-24 

96 

62 

INORGANIC PYROPHOSPHATASE, VACUOLAR (PYROPHOSPHATE 
PHOSPHOHYDROLASE) (PPASE) >gi_951323 (U31467) 
pyrophosphatase [Vigna radiata] 



Seq. No. 



231134 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



LIB3197-021-Q1-M1-B11 • 

BLASTX 

g3377797 

556 

3.0e-57 

123 

86 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A, thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A, thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231135 

LIB3197-021-Q1-M1-B12 

BLASTX 

g2664210 

300 

7.0e-32 
109 
66 

(AJ222644) 
thaliana] 



asparaginyl-tRNA synthetase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231136 

LIB3197-021-Q1-M1-B4 

BLASTX 

g2626840 

282 

3.0e-25 

130 

44 

{D89729) CRMl protein [Homo sapiens] 

>gi_4 507 94 3_ref_NP_003391. l_pXP01_ exportin 1 

homolog) 



(CRMl, yeast. 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231137 

LIB31 97-02 1-Q1-M1-B5 

BLASTX 

g3776560 

289 

5.0e-26 

132 

48 

(AC005388) Similar to gb_U51990 hPrplS (splicing factor) 
gene from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231138 

LIB3197-021-Q1-M1-B6 

BLASTX 

gl31770 

409 

5.0e-40 

115 

65 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 
(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi__7353_emb_CAA2984 4_ (X06636) ■rpl024 protein 
[Dictyostelium discoideum] 

231139 

LIB3197-021-Q1-M1-B7 

BLASTX 

g2119934 

446 

2.0e-44 

92 

93 

translation initiation factor eIF-4A.7 - common tobacco 
231140 

LIB3197-021-Q1-M1-B9 

BLASTX 

g2738949 

540 

2.0e-55 

113 

88 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231141 

LIB3197-021-Q1-M1-C1 

BLASTX 

gl724102 

502 

6.0e-51 

114 

84 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

231142 

LIB3197-021-Q1-M1-C2 

BLASTX 

g4371285 

485 

5.0e-49 

133 

69 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
231143 

LIB3197-021-Q1-M1-C3 

BLASTX 

g3337349 

148 

9.0e-10 
41 

61 • 

(AC004481) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



231144 
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Seq. ID 
'Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3197-021-Q1-M1-C4 ^->-- 

BLASTX 

gll74536 

139 ^- - 

5.0e-09 

40 

62 

ASPARAGINYL-TRNA SYNTHETASE (ASPAEIAGINE— TRNA LIGASE) 

(ASNRS) >gi_1073865_pir B64115 asparagine — tRNA ligase {EC 

6.1.1.22) - Haemophilus influenzae (strain Rd KW20) 
>gi_1574761 (U32810) asparaginyl-tRNA synthetase (asnS) 
[Haemophilus influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231145 

LIB3197-021-Q1-M1-C7 

BLASTX 

g3249066 

340 

5.0e-32 

121 

61 

{AC004473) 
gb_984964. 



Similar to S, cerevisiae SIKIP protein 
ESTs gb_F15433 and gb_AA395158 come from this 



gene . [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231146 

LIB3197-021-Q1-M1-C9 

BLASTX 

g3885328 

178 

5.0e-13 

43 

72 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231147 

LIB3197-021-Qr-Ml-Dl 

BLASTX 

g4206124 

660 

2.0e-69 

135 

95 

{AF097668) T-complex protein 1 epsilon subunit 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231148 

LIB3197-021-Q1-M1-D10 

BLASTX 

g2443348 

282 

3.0e-25 

117 ■ c; 

44 

(AB001379) cytochrome P450 [Glycyrrhiza echinata] 
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O • Uc; X O 


^/I ^ T £:vr^ /^"H V* 


O f± 


^ xutiiit.xt.y 


^7 

3 / 


LNv^DX uescxxpuxon 


^/iXiU^ODUz; nypounetxcax protein [/\raDiaopsis 


o e q . LN o . 


4C O X X 0 X 


• X u 


T Q7 — (191 — 01 —Ml — m 
XiXDJXy / UZ X X IXi X u / 


Mot" h 




NCBI GI 


g4454012 


BLAST score 


4&7 


£j VaXUc 


1 Do— 4S 


^ 4* 1^ 1 Q 1^ ^ 

LYid.i,cn xeny cn 


19"^ 
X ^ J 


% identity 


D / 


iNk_/DX L/cscx xpuxon 


l/^xiuoooyD; roxxen— specixic prouem precursor 




L/iraoxaopsis rnaxianaj 


O C ^ • IN * 


9 "^1 1 R9 

^ J X X 3 ^ 


OcrCj. XJJ 


T TR'^1 Q7 — 091 —HI —Ml —HQ 
- XiX DO X ^ / X l^X iXlX Ui7 




RT Z\c;TY 


IN ^ O X KD ± 


rrRfi ^07 

y w) 0 ou / D 


BLAST score 


557 


E value 


2.0e-57 


LYlouUIl X^IiyLfl 


1 no 
X u ^ 


ts xQenuxty 


o y 


inudx uescripuion 


IUdUIjIN rirjiA-l LnAlJN >gi 4oD/o4 pir Sool4z 1 




cnaxn — wnire xupine >gi 4Uzdjd eiruo LAA4y/oD 




tuDuxxn X [Liupmus axousj 


O t? (-J . In U . 


9 1 1 ^ 
^ O X X o o 


Seq. ID 


I.TR*^! Q7-n?1 -Ol -Ml -F1 

XiXO^X^/ U^X ^X iiX ^x 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


298 


E value 


3.0e-27 


Match length 


90 


% identity 


72 



(X70184) Beta 



NCBI Description 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624 prf 1307278A 
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cytoplasmic aldolase [Zea mays] 





O c ■ LN O ■ 


^ 0 ± xDH 




Cciz-T in 


T.TR'^I Q7-n91 -Dl -Ml -n n 




Lxie cnou 


OXirio 1 A 




NCBI GI 


g464444 




BLAST score 


546 




E value 






LYiaccn xeny un 


X X 0 




^ laenuit-y 


^ u 




iNv^DX ue & Cixpu XUil 


ir r\vJ 1 rj/\o\JiYi lii/ jU JMJ oUtSUNXi v I-YIUXj i, X(^Ai/\ij I i XU bNUwrllir i X UAbhj 






ovjLYiirxiiijA ou j\u 0UDUINXJ.J -^gi 04Xooy pir ojyyuu proteasome 






i^xaxjxaopsxs unaxxana -^gi loooju iMyo^yo; proueasonie 






rZVT*aWT H(^r^Qi q "HHal "i anal 




Seq. No. 


231155 




Seq. ID 


LIB3197-021-Q1-M1-E11 






RT n qnny 




LNV-/DX oX 


/-t9 p 11070 
g^oxx^ / o 




DXjriO i SCOiC 






E value 


/ • ue fi u 




^ V\ T ^ r*\ ^ 

LYiat-cn xengun 


1 1 Q 
X X 0 


w 


% identity 


7 T 




L*l\^D± i^c o OX xp u X Vjl 1 


^/\r uft jzo ^ ; expansxn Haossypxum nirsuuumj 


O • 

: c 


^ M * W . 


^ -J X J. J u 


! 


p O • ±Lf 


T.TR'm Q7-n91 -01 -Ml -F9 

Xi X D J X j7 / U ^ X X LXl X £j ^ 


m 


Method 


BLASTX 




NCBI GI 


gl703129 




RT Z\QT a r*r\ya 
DXjrlo i oCOXe 


D D X 


i 


E value 


/ • ue oo 




ixiaucn xenycn 


X uo 




^ xa.eni_.XL.y 






iNk^DX uescxxp uxon 


/iUixiN XX ^gx_^x^:yoz^:_pir oDoxuy actxn ii - AraDidopsis • 






cnaixana >gx_xuuzoJJ (U^i/yoi) actin-ll [AraDxaopsis 






"hH^al 1 anal 




O ^ y^ • IN (J . 


^ 0 X X .J / 






T TR31 Q7-n91 -m -Ml -^'5 

XiXOOX^/ UZX yX LXIX EjO 




Method 


BLASTX 




NCBI GI 


g3367534 




DXir\0 i oCOXe 


9 9 
z 0 z 




III vaxue 


0 ■ ue 




Match length 


1 "59 
X 




^ xaencxT-Y 


7 7 




nudx uescxxpLion 


tAuuufioyzj ourong similarity to coatamer aipna suiDunit 






( hbt'LUir'; nomolog go Uz4 lUo rrom Homo sapiens . LArabidops: 






Lnaxxanaj 




Seq. No. 


231158 




Seq. ID 


LIB3197-021-Q1-M1-E6 




Method 


BLASTX 




NCBI GI 


g267069 




BLAST score 


560 . ^ . 




E value 


9.0e-58 




Match length 


104 




% identity 


98 
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NCBI Description 



TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Ar§bidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231159 

LIB3197-021-Q1-M1-E7 

BLASTX 

gl346349 

500 

l.Oe-50 

102 

97 

KERATIN, TYPE II CYTOSKELETAL 6F (CYTOKERATIN 6F) (CK 6F) 

(K6F KERATIN) >gi__2119219_pir 161771 keratin type II - 

human >gi_908805 (L42612) keratin type II [Homo sapiens] 





9^1 1 fin 


oeq ■ ±u 


T TR"^! Q7 — 091 — Ol —Ml — Ffi 
J-iXOOX^/ U^X vX rJX £jO 






LN ^ D X yjj. 


rr9fi 1 1 97R 






E value 


X . uc o / 




1 1 Q 

X X 17 


% identity 


87 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


oeq. JNO . 


^ J X X 0 X 


oeq. lu 


T Cl'7_n01 — r^l —Ml — TTQ 
ijXDjXy / U ^ X ^X LYIX Hi y 


lit? LIi(-?U 


RT A^ITY 
OXir\0 i A. 




gX 0 4 0 0^0 


oiiH.o i score 


^ o u 


Cj V d X U.C 


1 . Oe-21 


Mritr'h 1 pnrrth 


50 


% identity 


98 


NCBI Description 


(U7374 6) annexin [Gossypium hirsutum] 


Seq. No. 


231162 


Seq. ID 


LIB3197-021-Q1-M1-F1 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


350 


E value 


2.0e-33 


Match length 


72 


% identity 


88 


NCBI Description 


MYO-INOSITOL-l-PHOSPHATE SYNTHASE (IPS) 




>gi 1085960 pir S52648 INOl protein - C 




>gi_602565_emb__CAA83565_ (Z32632) INOl [i 


Seq. No. 


231163 


Seq. ID 


LIB3197-021-Q1-M1-F10 


Method 


BLASTX 


NCBI GI 


g3881976 


BLAST score 


223 • 


E value 


7.0e-19 


Match length 


64 


% identity 


64 
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NCBI Description 



(AJ012409) hypothetical protein [Homo sapiens] 



Seq. • No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231164 

LIB3197-021-Q1-M1-F12 

BLASTX 

g3269289 

177 

7.0e-13 

50 

68 

(AL030978) putative protein [Arabidopsis thaliana] 
231165 

LIB3197-021-Q1-M1-F3 

BLASTX 

gll2863 

596 

5.0e-62 

135 

81 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 

>gi_100227_pir S12209 hypothetical protein - tomato 

>gi_19162_emb_CAA38 97 9_ (X55193) 9612 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231166 

LIB3197-021-Q1-M1-F4 

BLASTX 

g4512705 

537 

3.0e-55 

117 

87 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

231167 

LIB3197-021-Q1-M1-F5 

BLASTX 

g339878 

198 

6.0e-16 

64 

59 

{M55169) tripeptidyl peptidase II [Homo sapiens] 
231168 

LIB3197-021-Q1-M1-F6 

BLASTX 

g2062172 

351 

3.0e-33 
73 

89 . 

(AC001645) unknown protein [Arabidopsis thaliana] 



Seq. No, 



231169 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
•Seq, ID 
Method 
NCBI GI 
BLAST score ■ 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-021-Q1-M1-F7 

BLASTX 

g2435519- 

385 

3.0e-37 

133 

58 

(AF024504) similar to mouse MEM3 {GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

231170 

LIB3197-021-Q1-M1-F9 

BLASTX 

g3128228 

640 

4.0e-67 

133 

90 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 {AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

231171 

LIB3197-021-Q1-M1-G1 

BLASTX 

g2326345 

223 

3.0e-18 

109 

43 

{yill87) PRLl protein [Arabidopsis thaliana] 
231172 

LIB3197-021-Q1-M1-G12 

BLASTX 

g586076 

643 

2.0e-67 

122 

97 

TUBULIN BETA-1 CHAIN >gi_4 8 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

231173 

LIB3197-021-Q1-M1-G2 

BLASTX 

gl708401 

493 

6.0e-50 

105 

91 

ISOCITRATE DEHYDROGENASE (NADP) (OXALOSUCCINATE 
DECARBOXYLASE) (IDH) ..{NADP+-SPECIFIC ICDH) (IDP) 



Seq. No. 



231174 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-021-Q1-M1-G3 

BLASTX 

g231496 

572 

3.0e-59 

108 

98 

ACTIN 58 >gi_100421_pir_ 
>gi_2 1 5 3 6_einb_CAA3 92 7 8_ 



_S20094 actin - 
(X55749) actin 



potato 

[Solanum tuberosum] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231175 

LIB3197-021-Q1-M1-G6 

BLASTX 

g2580440 

158 

l.Oe-10 

60 

53 

(D87261) PCF2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231176 

LIB3197-021-Q1-M1-G7 

BLASTX 

g2119934 

446 

2.0e-44 , • 

■92 

93 

translation initiation factor eIF-4A.7 - common tobacco 



Seq. No. 231177 

Seq. ID LIB3197-021-Q1-M1-G9 

Method BLASTX 

NCBI GI g2598575 

BLAST score 24 9 

E value 3.0e-21 

Match length 124 

% identity 40 

NCBI Description (Y15293) MtN21 [Medicago truncatula] 

Seq. No. 231178 

Seq. ID LIB3197-021-Q1-M1-H11 

Method BLASTX 

NCBI GI g309557 

BLAST score 555 

E value 3.0e-57 

Match length 119 

% identity 91" 

NCBI Description (L21007) chaperonin 60 [Zea mays] 

Seq. No. 231179 

Seq. ID LIB3197-021-Q1-M1-H12 

Method BLASTX 

NCBI GI g3860272- 

BLAST score 660 

E value 2.0e-69 

Match length 132 
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v*\^Dx uesciTxpuiun 


^riOUU00^4^ pUtaUXV© oUppxcooUX piUUCXil L-rtX clIJXU.Upo Xo 




Liicixxaiicij >^yx •sjx'sjjj /vru j. ^ u ^ ^r^ovwv^.j^y ^Liuduxvc 




pxotexn [/\x dXjiciopoxs T-ndxxandj 




^ J X X o , 


Qorr in 

oeq ■ 1 u 


T.TR^I Q7-n?1 -Ol -Ml -H4 
Xixoox^/ U£.x V-I- Lix n*3 


Method 


BLASTX 


NCBI GI 


gl931639 




172 


F Tra 1 1 1 o 


9 Op-12 




_7 X 


^ XUt^llL.XL>y 


37 


LN^OX O ox X^ L- X Vm'II 


\ \j J -J ^ I f xyoo'piiuopiiO'xx^doc xo^jxi^y ^nx duxv^w^oxo uiidxxdiidj 


C • * 


231181 




T.TR'^1 97-091-01 -Ml-HS 

XlXO^jX^f \J ^ J. LiX il^ 




oxtr^o J. £\ 


LNwDX OX 


yX /XUDDJ 


OXirlO J. OOv^XC 


X o o 


E value 


4.0e-15 


Match length 


99 


^ XU^IiLXL,y 


4 ft 


LN^OJL UCOOXX^L.XL'ii 


priTATTVF nNA-nTRFrTPD RMA POT.YMFRA^F TTT 1 "^0 KT) PDT.YPFPTinF 




fRMA PHTYMFRACIF TTT '<^riRriMTT 91 ^rri 19n49nQ pmV^ PAAQ'^'^Rft 




f7.fiQ797^ niTt-ativp DNA— H irprtpH RNA nnl\/mpra*^p TTT 1*^0 kH 

\ LJ\J J t ^ f J LJLlL.dL.XVC; L^LNZ^ LIX J- CO L CLA L/OXVlllCXdOC XXX X -J \J r^\jt. 




oUDUiixu 1, ooiix zuodooiidx uiiiyoco puiiLut; J 


Qcarr No 

O C ^ • iN » 


231182 




T.TR'^1 C17-n99-m -Ml -A"^ 

XiX£j.JX^/ UZ.^ iJX rtO 


Method 


BLASTX 


NCBI GI 


g3493172 


oxirio 1 ov_-vJXC 


411 

*3 X X 


Hi VaXUc 


O Oc^—AO 
^ • Uc 4 Vj 


K/r 4* 1^ 1 n 

iYiatcn xenyt.n 


Ql 


^ XUdiL.XL.y 


ft Q 


1>H^D± Utr box Xpu XOll 


^UO-7DU-/; XXlJcX dllil^XXIl 1_ oU t>o ypxUlU IIXX b U. L. Uill J 


O C • LN (wf ■ 


9'^1 1 ft'^ 

^ ^ X X L) 


Seq. ID 


LTB3197-022-O1-M1-A6 


Mpt h oH 


BLASTX 


NCBI GI 


gl724102 


BLAST score 


493 


Hi V dX LLC 


/ • L/ C J L/ 


IMdUL-il XcIlyLIl 


X X z 


"5 xaent-XLy 


ft 4 

0 4 


INOOX L^cr o OX xp L X Uli 


^u/-/fDu^ o duciiuoyx Xi injiuvjoy o utsxil iiyuxcxdoc/ orin 




L iYieseiiiijxydni,neiuu.iu oxys Udxxxriu.i[ij 




9 "^1 1 fl4 


Seq. ID 


LIB3197-022-Q1-M1-A7 


Method 


BLASTX 


NCBI GI * 


g4539327 


BLAST score 


312 . 


E value 


5.0e-29 


Match length 


63 


% identity 


92 
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NCBI Description (AL035679) putative proton pump [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



231185 

LIB3197-022-Q1-M1-A8 

BLASTX 

g3212869 

439 

l.Oe-43 

93 
87 

(AC004005) unknown protein [Arabidopsis thaliana] 
231186 

LIB3197-022-Q1-M1-A9 

BLASTX 

g4389512 

255 

3.0e-22 

101 

54 

(AC007059) Human homolog of Mus musculus wizS protein [AA 
64-934] [Homo sapiens] 

231187 

LIB3197-022-Q1-M1-B11 

BLASTX 

g2462746 

563 ^ . ^ 

4.0e-58 

124 

84 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E valued 

Match length 

% identity 

NCBI Description 



231188 

LIB3197-022-Q1-M1-B3 

BLASTX 

g3319921 

271 

7.0e-24 

97 

61 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi_3319923_emb_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

231189 

LIB3197-022-Q1-M1-B6 

BLASTX 

g2209358 

567 

l.Oe-58 

138 

75 

(AF004812) beta-D-galactosidase [Mangifera indica] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231190 

LIB3197-022-Q1-M1-B8 " 

BLASTX 

g3420006 

259 

2.0e-22 

89 

55 

{AF000306) steroid sulfotransf erase 2 [Brassica napus] 
231191 

LIB3197-022-Q1-M1-C1 

BLASTX 

g3095111 

143 

6.0e-09 

91 

37 

(AF051894) 15 kDa selenoprotein [Homo sapiens] 
231192 

LIB3197-022-Q1-M1-C10 

BLASTX 

g4455158 

216 

l.Oe-17 

60 

68 

(AL021687) kinase-like protein [Arabidopsis thaliana] 
231193 

LIB3197-022-Q1-M1-C12 

BLASTX 

g2341034 

556 

3.0e-57 

113 

97 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231194 

LIB3197-022-Q1-M1-C2 

BLASTX 

g2493131 

537 

3.0e-55 

112 

96 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



231195 

LIB3197-022-Q1-M1-C3 

BLASTX 

g2853219 
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BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
'E value 
Match length 
% identity 
NCBI Description 



577 

8.0e-60 

127 • • . 

82 

.(,AJ000923) glutathione transferase [Carica papaya] 
231196 

LIB3197-022-Q1-M1-C7 

BLASTX 

gll70567 

541 

2.0e-55 

111 

89 

MYO-INOSITOL-l-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi_602565_einb_CAA83565_ (Z32632) INOl [Citrus x paradi 

231197 

LIB3197-022-Q1-M1-D1 

BLASTX 

g4335763 

225 

2.0e-18 

81 

49 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No. 


231198 


Seq. ID 


LIB3197-022-Q1-M1-D10 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


435 


E value 


4.0e-43 


Match length 


113. 


% identity 


69 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana] 


Seq. No. 


■'231199 


Seq. ID 


LIB3197-022-Q1-M1-D11 


Method 


BLASTX 


NCBI GI 


g3550982 


BLAST score 


501 


E value 


l.Oe-52 


Match length 


123 


% identity 


86 


NCBI Description 


(AB010690) mutM homologue-1 [Arabidopsis thaliana] 


Seq. No. 


231200 


Seq. ID 


LIB3197-022-Q1-M1-D12 


Method 


BLASTX 


NCBI GI 


g2738949 


BLAST score , 


579 


E value 


5..pe-60 


Match length 


119 


% identity 


89 


NCBI Description 


(AF022213) cytosolic ascorbate peroxidase [Fragaria 
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ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. IP 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



Seq. No. 



231201 

LIB3197-022-Q1-M1-D4 

BLASTX 

g2062167 

267 

l.Oe-23 

57 

84 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

231202 

LIB3197-022-Q1-M1-D5 

BLASTX 

g2104681 

146 

3.0e-09 
129 

37 ■ 

(X97907) transcription factor [Vicia faba] 



231203 

LIB3197-022-Q1-M1-D6 

BLASTX 

gl703375 

384 

3.0e-37 

88 

86 

ADP-RIBOSYLATION FACTOR 1 >gi 
DcARFl [Daucus caret a] 



9654 83_dbj_BAA08259_ (D454 



231204 

LIB3197-022-Q1-M1-D8 

BLASTX 

g2454184 

577 

9.0e-60 

117 

94 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

231205 

LIB3197-022-Q1-M1-E1 

BLASTX 

g4454463 

192 

3.0e-15 

48 

28 

(AC006234) putative leucine rich protein kinase 
[Arabidopsis thaliana] 

231206 



33242 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-022-Q1-M1-E12 

BLASTX 

gl351856 

617 

2.0e-64 

'127 
91 

ACONITATE HYDRATASE, CYTOPLASMIC (CITE^TE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp,] 

231207 

LIB3197-022-Q1-M1-E3 

BLASTX 

g2924509 

233 

2.0e-19 

91 

51 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231208 

LIB3197-022-Q1-M1-E5 

BLASTX - -H- ' ' ' 

g3668089 

234 

2.0e-19 

83 

51 

(AC004 667) unknown protein [Arabidopsis thaliana] 



Seq. No. 


231209 


Seq. ID 


LIB3197-022-Q1-M1-E9 


Method 


BLASTX 


NCBI GI 


g3128186 


BLAST score 


236 


E value 


9.Ge-20 


Match length 


67 


% identity 


67 . . 


NCBI Description 


(AC004521) . hypothetical protein [Arabidopsis 


Seq. No. 


231210 


Seq. ID 


LIB3197-022-Q1-M1-F1 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


424 


E value 


8.0e-42 


Match length 


122 


% identity 


65 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 



Seq. No. 231211 

Seq. ID LIB3197-022-Q1-M1-F4 

Method' BLASTX 

NCBI GI g3668097 

BLAST score 425 



33243 



E value 
Match length 
% identity 
NCBI Description 



4.0e-42 

101 

82 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 



beg . MO . 


9*^1 9 1 9 

^ J X ^ 


oeg • 1 U 


Q7-n99-m -Ml -F7 

XJ A, D ■J J. ^ f \J £. S^*^ LJX £/ 


Method 


DT nCTY 
oijr\0 1 A 




rr 9 fi 9 9 R 




378 


TT Tra 1 no 
£j Vd-LUc 




Match length 


90 


% identity 


80 


iNv_*iDX uescr j-pcion 


\riijuzx/xxj puuaLXve piTouexn 


beg. NO. 




beg. J-U 


T TR'^I Q7-n99-m -Ml -FQ 


ixie tnou 


RT Zi QTV 
DXi/lO i A 




Pf 9 p 9 7 c: q 9 




'^9 
>^ >j ^ 


£j V d X Lie 




Match length 


91 


% identity 


58 


NCBI Description 


(AL021635) predicted protean 


Seg. No. 


231214 


Seg. ID 


LIB3197-022-Q1-M1-G10 - 


Method 


BLASTX 


NCBI GI 


gl711532 


BLAST score 


282 


E value 


3.0e-26 


Match length 


123 


% identity 


54 


NCBI Description 


SSU72 PROTEIN >gi 2131928 pi; 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seg. No. 
Seg. ID 
"Method 
NCBI GI 
BLAST score 
E value 



YNL222w - yeast (Saccharomyces cerevisiae) >gi_11734 90 
(U20390) Ssu72p [Saccharomyces cerevisiae] 
>gi_1302241_einb_CAA96125_ (Z71498) ORF YNL222w 

[Saccharomyces cerevisiae] >gi_1589662_prf 2211396A SSU72 

protein [Saccharomyces cerevisiae] 

231215 

LIB3197-022-Q1-M1-G11 

BLASTX 

g2583108 

225 

l.Oe-18 

90 

54 

{AC002387) putative surface protein [Arabidopsis thaliana] 
231216 

LIB3197-022-Q1-M1-G2 

BLASTX 

gl076738 

461 

4 .Oe-46 



3324 4 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 v. 
96 

beta-tubulin R2242 - rice 



231217 

LIB3197-022-Q1-M1-G3 

BLASTX 

g3641837 

440 

9.0e-44 

124 

73 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



231218 

LIB3197-022-Q1-M1-G5 

BLASTX 

g3249098 

162 

4.0e-ll 

105 

44 

{AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb_N64 971 come from this gene. [Arabidopsis thaliana] 

231219 

LIB3197-022-Q1-M1-G7 

BLASTX 

g4038043 

174 

2.0e-12 

115 

34 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231220 

LIB3197-022-Q1-M1-G8 

BLASTX 

gl00488 

331 

7.0e-31 

124 

53 

TNP2 protein 



garden snapdragon 



231221 

LIB3197-022-Q1-M1-H1 

BLASTX 

g71634 

332 

3.0e-31 

65 

98 

actin 1 - rice 



33245 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231222 

LIB3197-022-Q1-M1-H10 

BLASTX 

g3334322 

431 

9.0e-43 

82 

99 

GTP-BINDING PROTEIN SARIB >gi_2108347 (U55036) small 
GTP-binding protein Bsarlb [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231223 

LIB3197-022-Q1-M1-H7 

BLASTX 

g2895576 

162 

4.0e-ll 

130 

25 

(AF041337) vacuolar proton pump subunit SFD beta isoform 
[Bos taurus] 



Seq. No. 
Seq. ID 
Method 

NCBI GI ' " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231224 

LIB3197-022-Ql-Ml-He 

BLASTX ^ ^ 

gll74592 

614 

4.0e-64 

138 

90 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231225 

LIB3197-023-Q1-M1-A4 

BLASTX 

g475048 

614 

5.0e-64 

131 

63 

(X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231226 

LIB3197-023-Q1-M1-A5 

BLASTX 

gl408471 

523 

2.0e-53 

116 

81 

(U-48938 ) actin depolym'erizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 {AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



3324 6 





Seq. No. 






Seq. ID 


LIB3197-023-Q1-M1-A8 




Method . . 


BLASTX 




NCBI Gl 


g4580394 




BLAST score. 


410 




E value 


4.0e-40 




Match length 


137 




% identity 


53 




NCBI Description 


{AC007171) putative fatty acid elongase [Arafoidopsis 






thaliana] 




Seq. No. 


O O 1 O O Q 




Seq. ID 


ijibJiy / — uz i~ixii— 




Method 


BLASTX 




NCBI GI 


gl330401 




BLAST score 


200 




E value 


2.0e-lo 




Match length 


81 


LJ 


% identity 


4 6 




NCBI Description 


(U58762) T27F7.1 gene product [CaenornaDaitis eiegansj 




Seq. No. 


z J izz y 




Seq. ID 


Tmoim no's /^t ly^T do 
LIBoiy / -UZ O-Ql-Ml-Bo 




Method 


BLASTX 


□ 


NCBI ^GI 


g464849 




BLAST score 


593 




E value 


l.Oe-61 




Match length 


.120 . 




% identity 


97 




NCBI Description 


TUBULIN ALPHA CHAIN >gi 48684 7_pir S3 6232 tubulin alpha 






Cham - almond >gi 20413 emo CAA4/d3o__ (ad/Idz) 


Ms 




alpha-tubulin [Prunus dulcis] 


fl 


Seq. No. 




rni 


Seq. ID 


LlBoiy /-Uzo-^^l-Mi-Ol 


Fl 


Method 


BLASTX 




NCBI GI 


g4220537 




BLAST score 


363 




E value 


l.Oe-34 




Match length 


140 




% identity 


51 




NCBI Description 


(AL035356) PsRT17-l like protein [Arabidopsis thaliana] 




Seq. No. 


O T "1 O O T 

231231 




Seq. ID 


LIB3197-023-Q1-M1-C7 




Method 


BLASTX 




NCBI GI 


g4240116 




BLAST score 


373 




E value 


8.0e-36 




Match length 


107 




% identity 


1 -3 




NCBI Description 


{AB007799) NADH-cytochrome bS reductase [Arabidopsis 






thaliana] >gi_4 24 0il8_dbj_BAA7 4838_ (AB007800) 






NADH-cytochrome b5 reductase [Arabidopsis thaliana] 




Seq. No. 


231232 




Seq. ID 


LIB3197-023-Q1-M1-C9 



33247 



Method 


BLASTX 


.NCBI GI 


g3603401 


BLAST score 


J4 / ' 


E value 


5 . Oe-33 


Match length 


96 


% identity 


DO 


NCBI Description 


(AF083333) cinnamyl-alcohol dehydrogenase [Medicago sativa] 


beq. NO. 




beq. iu 


T Q7 — 09"^— m —Ml —HI 
IjId J 1 y / — J y 1 IXll Ul 


Method 


BLASTX 


NCBI GI 


g3122703 


BLAST score 


173 


E value 


D . ue-1 J 


Match length 


fob 


% identity 




NCBI Description 


bUb KibUbuixiAij rKUibiN ij^cjA >gi zb^i^ui vArUjio4zj rioosomai 




protein L23a [Fritillaria agrestis] 


beq. NO. 




Seq. ID 


T TuTi QT nOT—rM —Ml n*3 
LIBJ 1 y /-UZ J-Ui-Mi-Do 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


C A A 

b4 4 


E value 


1 , Ue- b / 


Match length 


123 


% identity 


lUU 


NCBI Description 


(D63ool) EF-1 alpha [Oryza sativaj 


Seq. No. 




Seq. ID 


LIB31 y /-U-i: J-Ql-Ml-D / 


Method 


BLASTX 


NCBI GI 


g3122703 


BLAST score 


327 


E value 


<i . ue-oU 


Match length 


o c 
0 D 


% identity 


1 D 


NCBI Description 


bUb KlDUbUMAL rKUiLlN L^IJA >gi Zb4iZUl tAEUJl04zJ riDOSOITiai 




protein L23a [Fritillaria agrestis] 


Seq. No. 


z J IZ Ob 


Seq. ID 


LIB3iy7-0z J-Ql-Ml-Dy 


Method 


BLASTX 


NCBI GI 


g3420801 


BLAST score 


473 


E value 


1 . ue-4 / 


Match length 


14 0 


% identity 


66 


NCBI Description 


(AFUolUfofo) lAA-amino acid nyaroiase nomoiog iLLo 




[Arabidopsis thaliana] 


Seq. No. 


231237 


Seq. ID 


LIB3197-023-Q1-M1-E1 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


236 


E value 


9.0e-20 



33248 



Match length 


Oh 


% Identity 


Of , . 


NCBI Description 


(AL035440)' putative '^DNA binding protein [Arabidopsis 




thaliana] 


06(3. NO. 




c y-s j-w T r» 

beq. iu 


lilDjiy / U ^ J Vl "l 


Method 


RT Zi QTY 


MOOT ^ T 


go 4 1 ft 


BLAST score 


583 


E value 


2.0e-60 


Maucn lengun 




^ ^ 4* ^ ^ 1 P 

laenLicy 


0 ^ 


Nt-^rSi uescripuion 


ubiquitin extension protein — white lupine 




^gi fijoxii eniD u/irt.oujofi \ l^^oIo } uDiquitin extension 




protein [Lupinus albus] 


0 e q . LM 0 . 


^ 0 ± 


oeq. -LU 




Method 


BLASTX 


NCBI GI 


g2811278 


bLAbi score 


O / Z 


E value 


0 . ue-0 y 


Matcn lengtn 


11 y *' 


% identity 


ocf 


NCBI Description 


(AF043284) expansin [Gossypium hirsuturti] 


beq. NO. 


9 "5 1 9 /I n 


Cci/-T T n 
beq. -LU 




Method 


BLASTX 


NCBI GI 


g2811278 


bLAbi score 


c c t: 


E value 


D . ue— / u 


Match length 


loo 


% identity 




NCBI Description 


(AF043284) expansin [Gossypium hirsutuin] 


beq. NO. 


Z 0 IZ 4 1 


beq. ID 


T TD'^T on no's mi ti 
Lib Jl y / *-Uzo-*v^l~JMll*^r 1 


jxieTinoQ 


OliAb i A 


NCBI GI 


g2829910 


BLAST score 


147 


E value 


0 . ue-uy 


Match length 


y y 


% laenticy 


1 i 


NUbi uescripnon 


(Auuuzzyij unKnown protein/ contains regulator or 




chromosome condensation motifs [Arabidopsis thaliana] 


beq . NO . 


9 1 9/19 
Z jIZ 4 Z 


<^(=»ri T n 
oeq • ±u 




Method 


BLASTX 


NCBI GI 


g3986750 


BLAST score 


470" 


E value 


4.0e-47. • . 


Match length 


94 


% identity 


89 



NCBI Description (AF1074 64) serine/threonine protein phosphatase type 2A 



33249 



[Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231243 

LIB3197-023-Q1-M1-G2 

BLASTX 

g2996012 

451 

6.0e-45 

113 

75 

(AF054455) cytosolic phosphoglucose isomerase; PgiC 
[Leavenworthia crassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231244 

LIB3197-023-Q1-M1-G7 

BLASTX 

g3355471 

181 

2.0e-13 

96 

38 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231245 

LIB3197-023-Q1-M1-G8 

BLASTX 

g4 454 012 

566 

2.0e-58 

147 

71 

(AL035396) Pollen-specific protein precursor like. 
[Arabidopsis thaliana] 

231246 

LIB3197-023-Q1-M1-H10 

BLASTX 

g3122572 

297 

2.0e-27 

74 

77 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3} 76K chain precursor - potato 
>gi_758340_einb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



231247 

LIB3197-023-Q1-M1-H11 

BLASTX 

gl370162 

469 

3.0e-47 
99 



33250 



% identity 

NCBI Description 



92 

(X97853) RABIA [Lotus japonicus] 



Seq. No. 




Seq. ID 


TTooiQ*? no"3 mri uo 
Liboiy f -uc j-Ql—v^x — HZ 


Method 


BLASTX 


NCBI GI 


g2493416 


bijAo i score 




E value 


1 . ue u 


Match length 




% identity 


J o 


NCBI Description 


olUU L-ALiUlUlXt DllNUINo rKvJlt*lIN illj >gi ^XJ)4oOo pj.r 




calcium~t)inding protein SlOO A13 human 




xgx XO^flOZO CIlU-> V^rirlDDXOO ^A^i7i7^U; oXUU CaxCXUIU J 




pXtJUcXIl riXO \0±\J\Jr\±0} [ rHJiUU bcipicllo J 


Seq. No. 


231249 


oeq. lu 


T on — HO "7— r^"] —mi _u'5 
JjlrjjJiy / — J Ml 


Metnou 


BLAb i A 


NCBI GI 


goDoiz4 y 


BLiAoi score 


ire; 
loo 


E value 


j.oe-iu 


Match length 


£: c 
DO 


% identity 




NCBI Description 


(AoUi4£/U4j io4 iuaucus carotaj 


Seq. No. 


231250 


Seq. ID 


TTmTQT AO'S 1 IWIT U R 


Method 


T3 T TV en V 

BLASTX 


NCBI GI 


giOoyi Ji 


BLAST score 


z y 1 


E value 


o . Ue-^ D 


Match length 


A /I 

y4 


% identity 


0 / 


NCBI Description 


(AJUUU4/0) cytochrome P4oU LHelianthus tuoerosus 


Seq. No. 


231251 


Seq. ID 


LlBoiy /-Uzo-Qi-Ml-Hb 


Method 


BLASTX 


NCBI GI 


gl /ollUJ 


BLAST score 


0 CL A 


E value 


O Art O 1 

z . Ue-z 1 


Match length 


T T A 
110 


% identity 


A T 


nudi uescnption 


{Z83864) menG [Mycobacterium tuberculosis] 


Seq. No. ' 


231252 


Qf^n TO 


T.TR^I Q7-n? ^-Ol -Ml - H7 


Method 


BLASTX 


NCBI GI 


gl644427 


BLAST score 


334 


E value 


3.0e-31 


Match length 


74 


% identity 


85 


NCBI Description 


(U74610) glyoxalase II [Arabidopsis thaliana] 


Seq. No. 


231253 



33251 





0€C} • X JJ 


T Q7 — 094 —HI — M1 — Z\9 




Me Lnoa 


Q T 7\ O rpv 






gil/lODD v^. 




dLiAo 1 scojre 


9 1 t; 




E value 


z . ue 1 / 




Match length 


83 




% identity 


54 




NCBI Description 


iNAUn UDiyUXiNUlNHj WAX UUi\EjiJUU XH.orj ZU JaU oUoUINXi -rKHiUUKoUK 






^ (^Ui-irXjCjA X zUi\JJ; tUl zurS.U; -^g-x D^^yoUX pir o*iooZD MAUn 






aenyarogenase • vUDiquinonej iriV^ x, 0,0,0) cnam rooi ~ wiia 






caooage >*gi oozzoz eniD u/iHD//^o ^Aozz/^) rboi suDunixi or 






iN/iUrt . uDiquinone oxiaoreaucuase [crassica oieraceaj 






9^1 9'^4 

^ J. ^ *i 






TiTR'^1 97-094-01 -Ml -A7 




Method 


BLASTX 




NCBI GI 


g4006875 






1 flO 

X O VJ 




£j value 


J . ue X J 




Match length 


7 /I 


01 


^ laenuiuy 




• B 


NCBI Description . 


^ tzyy/u/j putative protein LAraDiaopsis tnalianaj 




O e q . IN O • 


Z O XZ J o 




oeq. lu 


T TR "5 1 Q7 — 0 9 ^ _M1 _ n Q 

LiXd J X y / — uz 4i — y 1— jxii — Ay ^ 




Method 


BLASTX 


m 


NCBI GI 


g4510348 




DLiiio 1 score 


90S 
ZUO 


s 


E value 


9 Oei— 1 ^ 

z . ue X D 




Match length 


oU 




B laemziry 


D / 


Li- 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


□ 


ocq . INO . 


^ jX^OD 






T TR?1 Q7-09 J-01 -Ml -Rl 


Q 


Method 


BLASTX 




NCBI GI 


g4455202 




dIjAo 1 score 


91 7 
Zl / 




E value 


1 Oci — I 7 

X , ue— X / 




Match length 


n A 
1 41 




% iaeniiiTi.y 


Do 




jnudi ue scrip Lion 


tALiU J041 ft u J puranve Arb prorem [AraJDiaopsis tnaiianaj 




C Q M 
O 6 q . IN O . 


901 9c;7 
z ^ xz 0 / 




oeg. xu 


T TR"^! Q7_09y1_ri1 —Ml — RQ 

LtXoJxy / — uzf* y 1 MX— DO 






RT ZIQTY 
DXjriOXA 




IN^OX oX 


rrl fi S fiQ7 1 




^ BLAST score 


34 6 •. ' 




E value 


8.0e-33 




Match length 


Q Q 
00 






ft 1 
0 X 




NCBI Description 


(D26058) This gene is specifically expressed at the S phase 






during the cell cycle in the synchronous culture of 






periwinkle cells. [Catharanthus roseus] 




Seq. No. 


231258 




Seq. ID 


LIB3197-024-Q1-M1-C1 



33252 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX . 
g3059131 
305 

'6.0e-28 
97 
57 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 
231259 

LIB3197-024-Q1-M1-C8 

BLASTX 

g232024 

670 

l.Oe-70 

12*9 

98 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
{U30505) E6 [Gossypium hirsutum] 



Seq. No. 

Seq. ID : 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231260 . 

LIB3197-024-Q1-M1-C9 

BLASTX 

g3122673 

409 

3.0e-40 

105 

76 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



231261 

LIB3197-024-Q1-M1-D1 
BLASTX 

g232024 ■ 
609 

l.Oe-63 

114 

100 

PROTEIN E6 >gi_421806_pir ^A46130 fiber protein 

cotton >gi_2129498_pir S65061 fiber protein E6 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5' 
is putative; putative [Gossypium hirsutum] >gi 
(U30505) E6 [Gossypium hirsutum] 



- upland 
(clone 
start site 
1000084 



231262 

LIB3197-024-Q1-M1-D2 

BLASTX 

g2507281 

621 

6.0e-65 

112 

98 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA66048 
(X97380) atran2 [Arabidopsis thaliana] 



33253 



Seq. No., ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231263 

LIB3197-024-Q1-M1-D7 

BLASTX 

gll73198 

412 

l.Oe-40 

88 

90 

40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231264 

LIB3197-024-Q1-M1-D8- 

BLASTX 

gll4121 

257 

3.0e-22 

81 

62 

ADP-RIBOSYLATION FACTOR 1 >gi_101185_pir B36167 

ADP-fibosylation factor 1 - yeast (Saccharomyces 
cerevisiae) >gi_171073 (J03276) ADP-ribosylation factor 
[Saccharomyces cerevisiae] >gi_1004303_emb_CAA58255_ 
(X83276) ADP-ribosylationf actor 2 [Saccharomyces 
cerevisiae] >gi_1431314_emb_CAA98769_ (Z74240) ORF YDL192w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

%, identity 

NCBI Description 



231265 

LIB3197-024-Q1-M1-D9 

BLASTX 

g4538897 

327 

l.Oe-30 

90 

69 

{AL049482) AXllOP-like protein [Arabidopsis thaliana] 



Seq. No. 231266 

Seq. ID LIB3197-024-Q1-M1-E2 

Method BLASTX 

NCBI GI g2062167 

BLAST score 4 65 

E value l.Oe-46 

Match length 97 

% identity 88 

NCBI Description {AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

Seq. No. 231267 

Seq. ID LIB3197-024-Q1-M1-E6 

Method BLASTX 

^NCBI GI g82040 

BLAST score .361 

E' value l.Oe-34 

Match length 98 



33254 



%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20 

ubiquitin precursor - flax (fragment) 
ubiquitin [Linum usitatissimum] 

231268 

LIB3197-024-Q1-M1-E8 

BLASTX 

gl710585 

360 

2.0e-34 
84 
85 

60S ACI 
(X93587 



>gi^l68304 (M57895) 



Die RIBOSOMAL PROTEIN PO >gi_1143507_einb_CAA63786_ 
) PO ribosomal prote''in [Lupinus luteus] 



231269 

LIB3197-024-Q1-M1-F10 

BLASTX 

g267069 

430 

l.Oe-42 

79 

100 

TUBULIN 
tubulin 
(M84696 
(M84 697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha- 4 tubulin [Arabidopsis thaliana] 



231270 

LIB3197-024-Q1-M1-F11 

BLASTX 

g4455309 

495 

4.0e-50 

137 

70 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
■2'31271 

LIB3197-024-Q1-M1-F12 

BLASTX 

g2459445 

314 

7.0e-29 

111 

31 

(AC002332) putative r.ibonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



231272 

LIB3197-024-Q1-M1-F2 

BLASTX 

gl20669 

446 " 

2.0e-44 ' 

89 

92 



33255 



-NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir _DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) --Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

231273 

LIB3197-024-Q1-M1-F3 

BLASTX 

gl20672 

223 

l.Oe-18 

58 

76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_660 1 6_pir DEPZG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - parsley 

>gi_2054 9_emb_CAA42902_ (X60344) glyceraldehyde 3-phosphate 
dehydrogenase [Petroselinum crispum] 

231274 

LIB3197-024-Q1-M1-F4 
BLASTX ^ 
g2493318 

211 - ■ ■ 

5.0e-17 

67 

57 

BLUE COPPER PROTEIN PRECURSOR >gi_56277 9_emb_CAA80963_ 
{Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

231275 

LIB3197-024-Q1-M1-F6 

BLASTX 

g586076 

584 

l.Oe-60 

107 

98 

TUBULIN BETA-1 CHAIN >gi_4 8 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736__ (X70184) Beta 
tubulin 1 [Lupinus albus] 

231276 

LIB3197-024-Q1-M1-F9 

BLASTX 

gl694976 

354 

l.Oe-33 

100 

67 

(Y094"82) HMGl [Arabidopsis thaliana] 

>gi__2832361_emb_CAA74402_ {Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 



231277 



33256 



Seq. ID 

Method 

NCBI Gt. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

N6BI GI ; . 
BLAST score 
"E value ^. 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3197-024-Q1-M1-G1 

BLASTX 

g2811278 

551 

l.Oe-56 

133 

76 

{AF043284) 



expansin [Gossypiuiti hirsutum] 



231278 

LIB3197-024-Q1-M1-G11 

BLASTX 

g4544399 

303 

l.Oe-27 

124 

44 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidops 



231279 

LIB3197-024-Q1-M1-G12 

BLASTX 

g3395422 

375 

5.0e-36 

138 ' 
54 

{AC004683) hypothetical protein [Arabidopsis thaliana] 
>gi_3786022 (AC005499) hypothetical protein [Arabidopsis 
thaliana] 

231280 

LIB3197-024-Q1-M1-G2 

BLASTX 

g2764732 

392 : - . 

4.0e-38 

87 

93 

{AJ002490) ndhB [Arabidopsis thaliana] 
231281 

LIB3197-024-Q1-M1-G5 

BLASTX 

g3953471 

328 

l.Oe-36 

75 

81 

(AC002328) F2202.16 [Arabidopsis thaliana] 
231282 

LIB3197-024-Q1-M1-G6 

BLASTX 

g2760839 

253 



33257 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLA'ST score 

E value 

Match length 

% identity 

NCBI Description 



'Seq. No. 
Seq. ID 
Method 
NCBI GI ^ 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-22 

72 

61 

{AC003105) putative receptor kinase [Arabidopsis thaliana] 
231283 

LIB3197-024-Q1-M1-G7 

BLASTX 

g231757 

575 

2.0e-59 

131 

87 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_99653_pir S18568 

lignin-bispecif ic O-methyltransf erase (EC 2.1.1.-) - 
quaking aspen >gi_20951_emb_CAA4 4 006_ (X62096) lignin 
bispecific acid/5-hydroxyf erulic acid methyltransf erase 
[Populus tremuloides] >gi_2226267 (U13171) caffeic 
acid/5-hydroxyf erulic acid O-methyltransf erase [Populus 
tremuloides] 

231284 

LIB3197-024-Q1-M1-G8 

BLASTX 

gl928981 

529 

4.0e-54 

113 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

231285 

LIB3197-024-Q1-M1-G9 

BLASTX - " 

g416758 

184 

9,0e-14 

92 

42 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

231286 

LIB3197-024-Q1-M1-H11 

BLASTX 

gl708191 

351 

3.0e-33 

126 . ■ 

55 

HEXOSE CARRIER PROTEIN HEX6 >gi_4 67319 (L08188) hexose 
carrier protein [Ricinus communis] 



33258 



Seq. No. 


231287 


Seq. ID 


LIB3197-024-Q1-M1-H2 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


199 


E value 


2 . Oe-15 


Match length 


104 


% identity 


39 


NCBI Description 


(AB0132o9) Bd 3UK LGlycine maxj 


Seq. No. 


O "3 1 O O O 


Seq. ID 


LIB3197-024-Q1-M1-H4 


Method 


BLASTX 


NCBI GI 


g2811031 


BLAST score 


127 


E value 


/ . ue-13 


Match length 


72 


% identity 


58 


NCBI Description 


BLiAiNtj-ALUhn lUb Ubn i UKUbLNAohi rKLLUKbUK [dAuH} 


>gi 2109299 gb AABdoIdo.I (AFU0U132) oetaine alaenyae 




dehydrogenase [Amaranthus hypochondriacus] 


Seq. No. 


231289 


Seq. ID 


LIB3197-024-Q1-M1-H6. ; ^ 


Method 


BLASTX 


NCBI GI 


g4567262 


BLAST score 


301 


E value 


9.0e-4 9 


Match length 


107 


% identity 


86 


NCBI Description 


(AC006841) putative ubiquitin [Arabidopsis thaliana] 


Seq. No. 


231290 


Seq. ID 


LIB31 97-024 -Q1-M1-H7 


Method 


■O T TV o m V 

BLASTX 


NCBI GI 


g547684 


BLAST score 


558 


E value - 


2.0e-57 


Match length 


112 


% identity 


96 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100336 pir S18865 heat shock 




protein 82 - coimnon tobacco (fragitient) 




>gi 19880 emb CAA44877_ {X63195) heat shock protein 82 




[Nicotiana tabacum] 


Seq. No. 


231291 


Seq. ID 


LIB3197-025-Q1-M1-A12 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


675 


E value 


3.0e-71 


Match length 


.122 



% identity ■ 99 - 

NCBI Description GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA66048 

(X97380) atran2 [Arabidopsis thaliana] 



33259 



Seqr No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231292 • 

LIB3197-025-Q1-M1-A7 

BLASTX 

g2739046 

162 

3.0e-ll 

89 

37 

{AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

231293 

LIB3197-025-Q1-M1-A9 

BLASTX 

g328'3893 

192 

l.Oe-14 

110 

36 

(AF070626) unknown [Homo sapiens] 
231294 

LIB3197-025-Q1-M1-B12 

BLASTX 

g2738949^ 

568 

l.Oe-58 

118 

88 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231295 

LIB3197-025-Q1-M1-B2 

BLASTX 

gl408471 

505 

3.0e-51 
113 

81 ' ■ 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231296 

LIB3197-025-Q1-M1-B3 

BLASTX 

gl23613 

407 

8.0e-40 

92 

86 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_100222_pir S14 94 9 

heat shock cognate protein 70 - tomato 

>gi_19256_emb_CAA37970_ (X54029) heat shock protein cognate 
70 [Lycopersicon esculentum] 



33260 



beq. NO. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g2129499 


BLAST score 


605 


E value 


b . Ue-oo 


Match length 


IOC 


% identity 


Q n 

yu , . 


NCBI Description 


iioer protiein iijD \ cione ui\tjD~4Aj — upianu" cotton 




>gi iuuuuob \UoUoud} cjD [tjossypiuiu nirsutuiuj 


beg. wo. 


^ o ± z y 0 


C" A « T Pi 

beq. iu 




Method 


BLASTX 


NCBI GI 


g4235430 


rsLAbi score 


4 Z D 


E value 


A A o 

4 . ue~4 Z 


Matcn lengtn 


1 "3 /I 

lo4 


% Identity 


0 / 


NCBI Description 


(AFO yo 4oo ) latex-aoundant protein L "®vea brasi liens is J 


beq. NO. 


iz y y 


Seq. ID 




Method 


D T 7\ O rp V 

nLAblA 


NCBI^ GI 


g3176874 ■ 


BLAST score 


417 


E value 


D . ue-4 1 


Match length 


134 


% identity 


61 


NCBI Description 


(AF065639) cucuinisin-like serine protease [Arabidopsis 




thaliana] 


beq. NO. 




Seq. ID 


T T D 1 Ql nOR Ml ID Q 


Method 


BLASTX 


NCBI GI 


g2961357 


BLAST score 


ROT 
DO J 


E value 


^: . Ue-oU 


Match length 


140 


% Identity 


0 U 


NCBI Description 


(ALuzz 14 u ) putative protein L Arabidopsis tnaliana J 


beq. NO. 


Z J i 1 


Seq. ID 


LIBoly /-U^:b-Ql-Ml-Cl 




OTA Crjiy 


NCBI GI 


gll68328 


BLAST score 


141 


E value 


l.Oe-08 


Match length 


51 


% identity 


61 


NCBI Description 


ACTIN-LIKE PROTEIN 3 >gi 629878 pir S48844 actin-like 



protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mo'id 

(Dictyostelium discoideum) >gi_56334 6_emb_CAA8 6553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



Seq. No. 231302 



33261 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-025-Q1-M1-C12 

BLASTX 

g586076 

636 

l.Oe-66 

118 

98 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin- beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



£ 



5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231303 

LIB3197-025-Q1-M1-C4 

BLASTX 

g3695023 

322 

7.0e-30 

141 

50 

(AF055850) unknown [Arabidopsis thaliana] 
231304 

LIB3197-025-Q1-M1-C5 

BLASTX 

g2706450 

342 

3.0e-32 

85 

81 

{AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231305 

LIB3197-025-Q1-M1-C7 

BLASTX 

g3328240 

336 

2.0e-31 

108 

58 

(AF064775) early nodule-specific protein [Medicago 
truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231306 

LIB3197-025-Q1-M1-D11 

BLASTX 

g2462781 

511 

5.0e-52 

133 

74 

(U7 3175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 



231307 

LIB3197-025-Q1-M1-D6 
BLASTX 



33262 



NCBI GI g3869088 

BLAST score 637 ' 

E value ' 9.0e-67 

Match length 122 

% identity 100 

NCBI Description (AB019427) elongation factor-1 alpha [Nicotiana paniculata] 

Seq. No. 231308 

Seq. ID LIB3197-025-Q1-M1-E10 

Method BLASTX 

NCBI GI g2160322 

BLAST score 4 65 

E value 1.0e-.4 6 

Match length 92 

% identity 92 

NCBI Description {D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

Seq. No. 231309 

Seq. ID LIB3197-025-Q1-M1-E4 

Method BLASTX 

NCBI GI g3928099 

BLAST score 269 

E value . l.Oe-23 

Match* ^length 128 

% identity " . 23 • -■ 

NCBI Description (AC005770) unknown protein [Arabidopsis thaliana] 

Seq. No. 231310 

Seq. ID LIB3197-025-Q1-M1-E6 

Method BLASTX 

NCBI GI g3695388 

BLAST score 185 

E value '8.0e-14 

Match length 60 l 

% identity 57 

NCBI Description (AF096371) No definition line found [Arabidopsis thaliana] 

Seq. No. 231311 

Seq. ID LIB3197-026-Q1-M1-A1 

Method ■ BLASTX 

NCBI GI g71634 

BLAST score 517 

E value l.Oe-52 

Match length 95 

% identity 100 

NCBI Description actin 1 - rice '*>' 

Seq. No. 231312 

Seq. ID LIB3197-026-Q1-M1-A10 

Method BLASTX 

NCBI GI g267069 

BLAST score 551 

E value l.Oe-56 . . 

Match length 102 

% identity 99 

NCBI Description TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 



33263 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
CM84697) alpha-4 tubulin [Arabidopsis thaliana] . 

231313 

LIB3197-026-Q1-M1-A11 

BLASTX 

g4106515 

513 

3.0e-52 

123 

77 

(AF092743) CAK associated cyclinH homolog [Populus tremula 
X Populus tremuloides] 

231314 

LIB3197-026-Q1-M1-A12 

BLASTX 

g3915031 

573 

2.0e-59 

109 

98 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
fSTEAROYL-ACP DESATURASE) >gi_1217 628_einb_CAA65232__ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

231315 

LIB3197-026-Q1-M1-A2 

BLASTX 

g267073 

561 

7.0e-58 

107 ' 
94 

TUBULIN .BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 {M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

231316 

LIB3197-026-Q1-M1-A3 

BLASTX 

g2129499 

379 

5.0e-37 

78 

87 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6 [Gossypium hirsutum] 

231317 

LIB3197-026-Q1-M1-A5 

BLASTX 

g267069 

616 
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# 



E value 
Match- length 
% identity 
NCBI Description' 



3.0e-64 

114 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



y s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231318 

LIB3197 

BLASTX 

g267069 

640 

4 .Oe-67 

121 

97 

TUBULIN 
tubulin 
(M84696 
(M84697 



-026-Q1-M1-A8 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



231319 

LIB3197-026-Q1-M1-A9 

BLASTX 

gll68728 

373 

3.0e-36 * 

86 

76 

C I NNAMYL- ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 



1 (CAD) >gi_598071 (L37883) 
[Arabidopsis thaliana] 



231320 

LIB3197-026-Q1-M1-B1 

BLASTX 

g2130073 

525 

l.Oe-53 

121 

86 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-1,' 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231321 

LIB3197-026-Q1-M1-B10 

BLASTX 

g2290528 

185 

8.0e-14 

70 

47 

{U9474 6) ATANll [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



231322 

LIB3197-026-Q1-M1-B11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. - ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. /ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g2914706 

410 

3.0e-40 

85 

85 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
231323 

LIB3197-026-Q1-M1-B12 

BLASTX 

g728938 

589 

3.0e-61 

130 

87 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_322841_pir JC1466 inorganic pyrophosphatase 

(EC 3.6.1.1) - barley >gi_285638_dbj_BAA02717_ (D13472) 
inorganic pyrophosphatse ase* [Hordeum vulgare] 

231324 

LIB3197-026-Q1-M1-B2 

BLASTX 

g2661840 

392 •: 

4.0e-38 

109 

67 

{Y15430) adenosine kinase [Physcomitrella patens] 
231325 

LIB3197-026-Q1-M1-B3 

BLASTX 

g2529683 

556 

2.0e-57 

129 

78 

(AC002535) unknown protein [Arabidopsis thaliana] 
231326 

LIB3197-026-Q1-M1-B4 

BLASTX 

g82307 

633 

3.0e-66 

117 

93 

myb protein 306 - garden snapdragon >gi_256828_bbs_115017 

Myb oncoprotein homolog .{clone 306} [Antirrhinum 

ma jus=snapdragons, Jl:522, flowers. Peptide, 316 aa] 

231327 

LIB3197-026-Q1-M1-B6 
BLASTX 
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NCBI GI 


gl841870 


bLAbi score 


lot) _ . 


E value 


7 . Oe-11 


Match length 


37 


% Identity 




NCBI Description 


(Uo/^2z) elongation tactor i-oeta 


beq. NO. 




becj. lu 




Method 


BLASTX 


NCBI GI 


g2462929 


dlAo i score 


4 DD 


E value 


Z , ue~4 D 


Match length 


1 1 Q 

iiy 


% identity 




NCBI Description 


(liz^yo) giuratnione transrerase 


OeCJ . ViO . 


z 0 1 oz ^ 


oec3« lu 


T Tn'51 cn — no^^— r^i _mi —r'l n 
LiiDoiy / uz 1 jxii~uiu 




0 J_inO J. x\ 


NCBI GI 


g4325345 


BLAST score 


489 


E value 


2.0e-49 


Match length 


137 


% identity 


25 


NCBI Description 


(AF128393) similar to thioredoxin 



ke proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l); contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 



Seq. No. 


231330 




Seq. ID 


LIB3197-02 6-Q1-M1-C2 




Method 


BLASTX 




NCBI GI 


g3646373 




BLAST score 


534,- 




E value 


8.0e-55 




Match length" 


105 




% identity . 


92 




NCBI Description 


(AJ011078) RGPl protein [Oryza 


sativa] 


Seq. No. 


231331 




Seq. ID 


LIB3197-02 6-Q1-M1-C3 




Method 


BLASTX 




NCBI GI 


g461812 




BLAST score 


178 




E value 


5.0e-13 




Match length 


73 




% identity 


48 




NCBI Description 


CYTOCHROME P450 72 (CYPLXXII) 


( PROBABLE 



Seq. No. 
Seq. ID 
Method 



GERANIOL-IO-HYDROXYLASE) (GEIOH) >gi_167484 (L10081) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

231332 

LIB3197-026-Q1-M1-C5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3763933 
139 

7.0e-09 

68 

56 

{AC004 450) unknown protein [Arabidopsis thaliana] 
231333 

LIB3197-026-Q1-M1-C6 

BLASTX 

g267069 

524 

l.Oe-53 

98 

98 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



231334 

LIB3197-026-Q1-M1-D10 

BLASTX 

g3334115 ' 

286 

l.Oe-25 

81 

75 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score ■ 
E value 
■Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231335 

LIB3197-026-Q1-M1-D11 

BLASTX 

g3212869 

621 ' . 

6.0e-65 
.132 
84 

(AC004005) unknown protein [Arabidopsis thaliana] 
231336 

LIB3197-026-Q1-M1-D12 

BLASTX 

g549060 

504 

3.0e-51 

137 

67 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_4 68504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 



231337 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-026-Q1-M1-D6 

BLASTX 

gl351974 

613 

5.0e-64 

119 

100 

ADP-RIBOSYLATION FACTOR >gi_107 6788_pir S4 9325 

ADP-ribosylation factor - maize >gi_107 678 9_pir S53486 

ADP-ribosylation factor - maize >gi_55668 6_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231338 

LIB3197-026-Q1-M1-E1 

BLASTX 

gl32944 

564 

3.0e-58 

115 

90 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_80627 9 
(M32 655) rib.osomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231339 

LIB3197-026-Q1-M1-E11 

BLASTX 

g3062806 

434 

5.0e-43 

135 

57 

{D86198) dolichol-phosphate-mannose synthase [Homo sapiens] 
>gi_4503363_ref_NP_003850. l_pDPMl_ UNKNOWN 



Seq. No. 


231340 


Seq. ID 


LIB3197-026-Q1-M1-E2 


Method 


BLASTX 


NCBI GI 


g2369766 


BLAST score 


473 


E value 


2.0e-47 


Match length 


128 


% identity 


69 


NCBI Description 


(AJ001304) hypothetical protein [Citrus 


Seq. No. 


231341 


Seq. ID 


LIB3197-026-Q1-M1-E3 


Method 


BLASTX 


NCBI GI 


gl694711 


BLAST score 


237 


E value 


7.0e-20 


Match length 


90 


% identity 


46 


NCBI Description 


(Y09581) FROl [Arabidopsis thaliana] 


Seq. No. 


231342 


Seq. ID 


LIB3197-026-Q1-M1-E4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3128228 

682 

4.0e-72 

137 

92 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231343 

LIB3197-026-Q1-M1-E8 

BLASTX 

g3023847 

340 . 

3.0e-32 

72 

64 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_238537 6_emb_CAA69934_ (Y08 678) G protein beta 
subunit-like [Medicagb sativa] 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



231344 

LIB3197-026-Q1-M1-E9 

BLASTX 

g3334320 

473 

l.Oe-47 

104 

93 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ■ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231345 

LIB3197-026-Q1-M1-F1 

BLASTX 

g3170525 

160 

6.0e-ll 

56 

57 

(AF054615) cellulase [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231346 

LIB3197.-026-Q1-M1-F11 

BLASTX 

g4580461 

197 

3.0e-15 

77 

58 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



231347 

LIB3197-02 6-Q1-M1-F2 

BLASTX 

g2914700 
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BLAST score 


680 




E value 


8.0e-72 




Match length 


142 ■ ■ ■ ^. 




% identity 


54 




NCBI Description 


(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 






thaliana] 




Seq. No. 


231348 




Seq. ID 


LIB3197-026-Q1-M1-F3 




Method 


BLASTX 




NCBI GI 






BLAST score 


297 




E value 


4 .Oe-27 




Match length 


66 




% identity 


83 




NCBI Description 


(AF051236) hypothetical protein [Picea mariana] 




Seq. No. 


231349 




Seq. ID 


LIB3197-026-Q1-M1-F7 




Method 


BLASTX 


™ 


NCBI GI 


g547683 


y li 


BLAST score 


510 


ffl 


E value 


4.0e-52 


4: 


. Match length 


104 




% identity 


93 


M= 


NCBI Description 


HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 






shock cognate protein 80 [Solanum lycopersicum] 






>gi_445601_prf 1909348A heat shock protein hsp80 






[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



231350 

LIB3197-026-Q1-M1-F8 
BLASTX 
g3183088 
209 

l.Oe-16 
71 
56 

PROBABLE NONSPECIFIC 
(LTP) >gi_629658_pir 

cowpea >gi_4 99034_emb_CAA56113_ (X7 9604) 
like protein [Vigna unguiculata] 



LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 
S47084 lipi'd transfer like protein - 

lipid transfer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231351 

LIB3197-026-Q1-M1-G1 

BLASTX 

gl20669 

351 

3.0e-33 

96 

69 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 
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m 



01 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



231352 

LIB3197-026-Q1-M1-G2 

BLASTX 

g2213594 

352- 

2.0e-33 

116 

57 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
231353 

LIB3197-026-Q1-M1-G3 

BLASTX 

gll72874 

139 

l.Oe-08 

52 

50 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_B7yV0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

231354 

LIB3197-026-Q1-M1-G7 

BLASTX 

gl20669 

385 

2.0e-37 

75 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1. 2-. 1.12) - Magnolia liliiflora 
>gi_19566_einb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

231355 

LIB3197-026-Q1-M1-G8 

BLASTX 

g3759177 

364 

7.0e-35 

121 

70 

(AB018408) 3-phosphoserine phosphatase [Arabidopsis 
■thaliana] >gi_3759179_dbj_BAA33807_ (AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 

231356 

LIB3197-026-Q1-M1-H10 

BLASTX 

g2894378 

361 

2.0e-34 
139 
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• 



% identity 

NCBI : Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq,. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55_ 

(Yi4 573) putative ribophorin I homologue [Hordeum vulgare] 
231357 

LIB3197-026-Q1-M1-H12 

BLASTX 

g2529685 

527 

7.0e-54 

122 • , 

86 

(AC002535) putative dimethyladenosine transferase 
[Arabidopsis thaliana] 

231358 

LIB3197-026-Q1-M1-H3 

BLASTX 

gl35449 

655 

7.0e-69 

142 

89 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ {X52878) beta 1 
tubulin [Zea mays] 

231359 

LIB3197-026-Q1-M1-H5 

BLASTX 

g99737 

461 

4.0e-46 

142 

65 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Arabidopsis thaliana >gi_16189_emb_CAA4 6815_ (X66017) 
NADPH- ferrihemoprotein reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231360 

LIB3197 

BLASTX 

g267069 

245 

2.0e-21 

56 

82 

TUBULIN 
tubulin 
(M84696 
(M84697 



■026-Q1-M1-H8 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



231361 

LIB3197-027-Q1-M1-A1 

BLASTX 

g3421094 

247 

l.Oe-21 



33273 



















fAFn4'^S?7^ 2ns nrotpasnmp <5ubuni1" PAF2 f Arabidon<;is 






"hVial "i an^l 
u 1 1 ct X X d X 1 a J 




Spn No 

C • L^\J * 


231362 




• J. 1^ 


LIR3197-027-O1-M1-A10 




Method 


BLASTX 




NCBI GI 


g3269284 






381 




Jlj vox ulC 


8 Oe-37 






114 






69 




MPRT Dfi^^r'TT d1~ "i r>n 

LNV_/OX L/C O X X L> X V^l i 


(ATin30978) histonp H2A- likp nrotpin fArabi donqis thalianal 




Sea No. 


231363 




Seq. ID 


LIB3197-027-Q1-M1-A11 




Mpthod 


BLASTX 




NCBI GI 


g441457 


1 


BLAST score 


623 




l_l V d -1- 


4 . Oe-65 


ffl 




111 


::E- 


O XUdlL.XL.y 


98 
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231364 
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H 


MpI" HoH 

l ie L. 1 1 


RTiASTX 


M= 


NCBI GI 


g4580394 


j" '" s 


BLAST score 


180 




R "^r^i 1 np 

Cj V CL X 


2 . Oe-13 


' 
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83 
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42 
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L.iidxxdiidj 




Sea No 


231365 




Seq. ID 


LIB3197-027-O1-M1-A6 




l*iC l_l IL^Li. 


RT.A^TX 




MPRT C^T 


all74470 

v^XX / / \J 






313 




E value 


l.Oe-28 




Match length 


92 
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Seq. No. 


231366 




Seq. ID 


LIB3197-027-Q1-M1-A7 




Method 


BLASTX 




NCBI GI 


g464846 




; BLAST score 


426 




E value 


5.0e-42 




Match length 


84 



33274 



% identity 

NCBI Description 



93 ■ • 

TUBULIN ALPHA-6 CHAIN ;>gi_322880_pir S28 983 tubulin 

aipha-6 chain - maize >gi_2i2158_einb_CAA'4 4 863_ (X63178) 
alpha-tubulin #6 [Zea mays] 



Seq. No. 


231367 


Seq. ID 


LIB3197-027-Q1-M1-A8 


Method 


BLASTX 


NCBI GI 


gl370198 


BLAST score 


286 


E value 


l.Oe-25 


Match length 


77 


% identity 


77 


NCBI Description 


(Z73948) RAB8E [Lotus 


Seq. No. 


231368 


Seq. ID 


LIB3197-027-Q1-M1-A9 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


159 


E value 


8.0e-ll 


Match length 


60 


% identity 


58 


NCBI Description . 


■ {AJ004810) cytochrome 


Seq. No. 


231369 


Seq. ID 


LIB3197-027-Q1-M1-B1 


Method 


BLASTX 


NCBI GI 


gll70508 


BLAST score 


492 


E value 


7.0e-50 


Match length 


105 


% identity 


88 


NCBI Description 


EUKARYOTIC INITIATION 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



CTOR 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco , 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor {eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

231370 

LIB3197-027-Q1-M1-B12 

BLASTX 

g2558655 

237 

7.0e-20 

134 • 
43 

(AC002354) No definition line found [Arabidopsis thaliana] 
231371 

LIB3197-027-Q1-M1-B2 

BLASTX 

gll70508 

182 

6.0e-14 



33275 



Match length .. 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' ^ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



62 
60 

EUKARYOTIC INITIATION- FACTOR. 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor {eIF-4A) [Nicotiana tabacum] 

>gi_475221_einb_CAA55640_ (X79005) translation initiation 
factor {eIF-4A) [Nicotiana tabacum] 

231372 . 

LIB3197-027-Q1-M1-B5 

BLASTX 

g418854 

757 

8.0e-81 

152 

18 

ubiquitin precursor - parsley >gi_288112_emb_CAA4 5621_ 
(X64344) polyubiquitin [Petroselinum crispum] 

>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

231373 

LIB3197-027-Q1-M1-B6 

BLASTX 

g3879145 

164 

3.0e-ll 

80 

44 

(Z93386) predicted using Genefinder; Similarity to Human 
placenta (DIFF33) protein (TR:Q13530) ; cDNA EST ykl98all.5 
comes from this gene [Caenorhabditis elegans] 

231374 ■ 

LIB3197-027-Q1-M1-B8 

BLASTX 

g3193222 

164 

3.0e-ll 

36 
89 

(AF068687) malate dehydrogenase [Glycine max] 
231375 

LIB3197-027-Q1-M1-C1 

BLASTX 

g4309972 

164 

2.0e-ll 

119 

38 

(AC002983) hypothetical protein [Arabidopsis thaliana] 
231376 

LIB3197-027-Q1-M1-C11 



33276 



Method 


BLASTX 


NCBI ' GI 


-g2253384 


BLAST score 


747 


E value 


l.Oe-79 


Match length 


150 


% identity 


95 


NCBI Description 


(AF007100) biotin carboxylase precursor [Glycine 


Seq. No. 


231377 


Seq. ID 


LIB3197-027-Q1-M1-C5 


Method ' 


BLASTX ' ^ 


NCBI GI 


g4105696 


BLAST score 


676 


E value 


3.0e-71 


Match length 


132 


% identity 


95 


NCBI Description 


(AF049870) beta tubulin 1 [Arabidopsis thaliana] 


Seq. No. 


231378 


Seq. ID 


LIB3197-027-Q1-M1-C6 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


565 


E value 


4.0e-67 . 


Match length 


151 


% identity 


89 


NCBI Description 


(AJ005599) alpha-tubulin 1 [Eleusine indica] 


Seq. No. 


231379 


Seq. ID 


LIB3197-027-Q1-M1-C7 


Method 


BLASTX 


NCBI GI 


g529516 


BLAST score 


287 


E value 


l.Oe-25 


Match length 


85 


% identity 


60 


NCBI Description 


(L29099) beta-f ructosidase [Solanum tuberosum] 


Seq. No. 


231380 


Seq. ID 


LIB3197-027-Q1-M1-C9- 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


587 


E value 


6.0e-61 


Match length 


123 


% identity 


88 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


231381 


Seq. ID 


LIB3197-027-Q1-M1-D10 


Method 


BLASTX 


NCBI GI 


g3608137 


BLAST score 


264 


E value 


.5.0e-23 


Match length 


125 


% identity 


45 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana^ 



33277 



Seq. No. 


231382 . 


Seq. ID 


LIB31"97-027-Ql-Ml-bll 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


'64 9 


E value 


4 .Oe-68 


Match length 


144 


% identity 


85 


NCBI Description 


(AL022023) plasma membrane intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


231383 


Seq. ID 


LIB3197-027-Q1-M1-D12 


Method 


BLASTX 


NCBI GI 


g4056496 


BLAST score 


283 


E value 


8,0e-45 


Match length 


142 


% identity 


64 


NCBI Description 


(AC005896) unknown protein [Arabidopsis thai. 


Seq. No. 


231384 


Seq. ID 


LIB3197-027-Q1-M1-D2 


Method 


BLASTX 


NCBI GI 


g4103959. 


BLAST score 


594 


E value 


l.Oe-61 


Match length 


116 


% identity 


60 


NCBI Description 


(AF030033) calmodulin [Phaseolus vulgaris] 


Seq. No. 


231385 


Seq. ID 


LIB3197-027-Q1-M1-D3 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


4 68 


E value 


6.0e-47 


Match length 


101 


% identity 


91 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


231386 


Seq. ID 


LIB3197-027-Q1-M1-D4 


Method 


BLASTX 


NCBI GI 


g3660467 


BLAST score 


396 ' ^• 


E value 


2.0e-38 


Match length 


134 


% identity 


64 


NCBI Description 


(AJ001807) succinyl-CoA-ligase alpha subunit 




thaliana] 


Seq. No.. 


231387 


Seq. ID 


LIB3197-027-Q1-M1-D5 


Method 


BLASTX 


NCBI GI 


g832876 



33278 



BLAST score. 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No:. 

Seq. ,ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



579 

6.0e-60 
128 ■ 
88 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A -ascorbate free 

radical reductase [Lycopersicon esculentum] 



231388 

LIB3197 

BLASTX 

g267069 

509 

7.0e-52 

94 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



-027-Q1-M1-D7 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



231389 

LIB3197-027-Q1-M1-D8 

BLASTX 

gl399273 

32 9 

l.Oe-30 

138 

52 

(U31834) calmodulin-domain protein kinase CDPK isoform 5 
[Arabidopsis thaliana] >gi_3'0804 19_einb_CAA18738_ (AL022604) 
calmodulin-domain protein kinase CDPK isoform 5 (CPK5) 
[Arabidopsis thaliana] 

231390 

LIB3197-027-Q1-M1-D9 

BLASTX 

gll74592 

670 

l.Oe-70 

133 

100 

TUBULIN ALPHA-1 CHAIN >gi_2 119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

231391 

LIB3197-027-Q1-M1-E1 

BLASTX 

g2996012 

267 

6.0e-33 
103 

71 ^ 

(AF054455) cytosolic phosphoglucose isomerase; PgiC 
[Leavenworthia crassa] 



33279 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLASt score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231392 

LIB3197-027-Q1-M1-E10 

BLASTX 

g3738324 

256 

4.0e-22 

99 

48 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
231393 

LIB3197-027-Q1-M1-E4 

BLASTX 

g3158376 

488 

3.0e-49 

131 

75 

(AF035385) unknown [Arabidopsis thaliana] 
231394 

LIB3197-027-Q1-M1-E6 

BLASTX 

g3337356 

593 

l.Oe-61 

119 

97 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

231395 

LIB3197-027-Q1-M1-E8 

BLASTX 

g3834321 

652 

2.0e-68 

136 

91 

(AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231396 

LIB3197-027-Q1-M1-F10 

BLASTX 

g4559358 

171 

4.0e-12 

52 

56 

{AC00658-5) 
thaliana] 



putative steroid binding protein [Arabidopsis 



Seq. No. 
Seq. ID 



231397 

LIB3197-027-Q1-M1-F11 



33280 



Method 

NCBI GI - ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl931639 

234 

9.0e-20 

126 

39 

(U95973) lysophospholipase isolog [Arabidopsis thaliana] 
231398 

LIB3197-027-Q1-M1-F3 

BLASTX 

g4008441 

334 

2.0e-36 

131 

63 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk4 33c6.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

.Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231399 i 

LIB3197-027-Q1-M1-F4 

BLASTX 

g3402679 

710 

3.0e-75 

150 

87 

{AC004 697) unknown protein [Arabidopsis thaliana] 
231400 

LIB3197-027-Q1-M1-F8 

BLASTX 

g3097321 

226 

l.Oe-18 

116 

41 

(AB013289) Bd 30K [Glycine max] 



231401 

LIB3197-027-Q1-M1-F9 

BLASTX 

gl706403 

338 

9.0e-32 

69 

94 

GLUTAMATE DEHYDROGENASE 
glutamate dehydrogenase 



>gi_1085815_pir S547 97 

.4,1.2) - Vitis vinifera 



(GDH) 
{EC 1, 

>gi_806.595_emb_CAA60507_ (X86924) glutamate dehydrogenase 
[Vitis vinifera] 



Seq. No. 
Seq. ID 
Method 



231402 

LIB3197-027-Q1-M1-G1 
BLASTX 



33281 



NCBI GI 
BLAST score 
E value 
Match length 
% identity . 
NCBI Description 



g2500399 
283 

3.0e-29 

87 

85 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_179561 (S83098) 
ribosomal protein S3 [Ambystoma inexicanuin=Mexican axolotls 
embryos, Peptide, 253 aa] [Ambystoma mexicanum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231403 

LIB3197-027-Q1-M1-G10 

BLASTX 

g2119353 

197 

5.0e-27 

125 

28 

calmodulin - moss (Physcomitrella patens) 
231404 

LIB3197-027-Q1-M1-G12 

BLASTX 

g3169287 

711 

2.0e-75 

135 

100 

(AF050673) vacuolar H+-ATPase catalytic subunit [Gossypium 
hirsutum] 

231405 

LIB3197-027-Q1-M1-G4 

BLASTX 

g267082 

513 

3.0e-52 

100 , " 

93 

TUBULIN BETA-8 CHAIN >gi_320189_pir_JQ1592 tubulin beta-8 
chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

231406 

LIB3197-027-Q1-M1-G5 

BLASTX 

g2344894 

415 . - ' 

8.0e741 

125 

64 

(AC002388) hypothetical protein [Arabidopsis thaliana] 
231407 

LIB3197-027-Q1-M1-G7 

BLASTX 

g3202006 

638 



33282 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-67 

128 

97 

(AF068846) scaffold attachment factor A [Homo sapiens] 
231408 

LIB3197-027-Q1-M1-G8 

BLASTX 

gll70949 

484 

7.0e-49 

130 

68 

SERINE/THREONINE-PROTEIN KINASE MHK >gi_481207_pir S38327 

protein kinase - Arabidopsis thaliana >gi_166811 (L07249) 
protein kinase [Arabidopsis thaliana] 



Seq. No. 


231409 


Seq. ID 


LIB3197-027-Q1-M1-G9 


Method 


BLASTX 


NCBI GI 


g3334661 


BLAST score 


290 


E value 


4,0e-26 


Match length 


91 


% identity 


58 


NCBI Description 


(Y10490) putative cytochrome P450 [Glycine max] 


Seq. No. 


231410 


Seq. ID 


LIB3197-027-Q1-M1-H1 


Method 


BLASTX 


NCBI GI 


g2130017 


BLAST score 


214 


E value 


3.0e-17 


Match length 


63 


% identity 


63 


NCBI Description 


hypothetical protein - common sunflower 




>gi_1040729_emb_CAA60621_ (X87143) cytochrome b5 




fusion protein [Helianthus annuus] 


Seq.^ No. 


231411 


Seq. ID 


LIB3197-027-Q1-M1-H2 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


383 


E value 


3.0e-67 


Match length 


128 


% identity 


98 



NCBI Description 



TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231412 

LIB3197-027-Q1-M1-H3 

BLASTX 

g267069 

670 



33283 



E value 
Match length-- 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. 'ID 

Method 

.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



l.Oe-70 

127 

97 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN ^>gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

231413 

LIB3197-027-Q1-M1-H5 

BLASTX 

g2501555 

482 

l.Oe-48 

120 

71 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

231414 

LIB3197-027-Q1-M1-H6 

BLASTX 

g3342798 

175 

l.Oe-12 

71 

52 

(AF061240) glutainine cyclotransf erase precursor [Carica 
papaya] 

231415 

LIB3197-027-Q1-M1-H7 

BLASTX 

g2130017 

384 

4.0e-37 

112 

62 

hypothetical protein - common sunflower 

>gi_1040729_emb_CAA60621_ (X87143) cytochrome b5 containing 
fusion protein [Helianthus annuus] 

231416 

LIB3197-027-Q1-M1-H8 

BLASTX 

g3860277 

400 . 

2.0e-45 

123 

78 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

231417 

LIB3197-027-Q1-M1-H9 
BLASTX 



33284 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3157943 
381 

8.0e-37 

117 

60 

(AC002131) Contains similarity to BAP31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 

231418 

LIB3197-028-Q1-M1-A10 

BLASTX 

g4544399 

537 

5.0e-55 

147 

69 

{AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

231419 

LIB3197-028-Q1-M1-A12 

BLASTX 

g464846 

405 

l.Oe-39 

83 

8 9 

TUBULIN ALPHA-6 CHAIN >gi2322880_pir_^S28 983 tubulin 
alpha-6 chain - maize >gi_22158_emb_CAA4 4 8 63_ (X63178) 
alpha-tubulin #6 [Zea mays] 

231420 

LIB3197-028-Q1-M1-A6 

BLASTX 

g2996012 

525 

l,0e-53 

128 

77 

{AF054455) cytosolic phosphoglucose isomerase; PgiC 
[Leavenworthia crassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



231421 

LIB3197-028-Q1-M1-A8 

BLASTX 

gl35406 

396 ' '* . 

8.0e-39 

76 

93 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 {M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 {M84 698) 
alpha-5 tubulin [Arabidopsis . thaliana] 

231422 

LIB3197-028-Q1-M1-B10 



33285 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2062167 

462 

3.0e-4 6 

99 

87 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231423 

LIB3197-028-Q1-M1-B11 

BLASTX 

g4417289 

149 

l.Oe-09 

84 

54 

(AC007019) unknown protein [Arabidopsis thaliana] 
231424 

LIB3197-G28-Q1-M1-B2 

BLASTX 

gl35406 

174 

2.0¥-12 

72 ^. • * 

4 9 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

231425 

LIB3197-028-Q1-M1-B6 

BLASTX 

g3892051 

161 

3.0e-ll 

87 

44 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

231426 

LIB3197-028-Q1-M1-C12 

BLASTX 

g312179 

524 

2.0e-53 

105 

93 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_11847"72 {U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehydeT^3-phosphate 
dehydrogenase [Zea mays] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
*E value 
Match length 
% identity 
NCBI Description 



231427 

LIB3197-028-Q1-M1-C2 

BLASTX 

g2511529 

305 

5.0e-28 

78 

77 

{AF002697) 
sapiens] 



ElB 19K/Bcl-2-binding protein Nip3 [Homo 



Seq. No. 


231428 




Seq. ID 


LIB3197-028-Q1 


-M1-C3 


Method 


BLASTX 




NCBI GI 


g3915826 




BLAST score 


399 




E value 


5.0e-39 




Match length 


99 




% identity 


77 




NCBI Description 


60S RIBOSOMAL 


PROTEIN 


Seq. No. 


231429 




Seq. ID 


LIB3197-028-Q1 


-M1-C5 


Method 


BLASTX ' 




NCBI GI 


g2119278 




BLAST score 


630 




E value 


6.0e-66 




Match length 


120 




% identity 


95 




NCBI Description 


tubulin beta-1 


chain • 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231430 

LIB3197-028-Q1-M1-C7 

BLASTX 

g730917 

239 

2.0e-20 

93 

56 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-l-BETA) (CCT-BETA) 

>gi_626947_pir S48232 TCPl complex beta chain - yeast 

( Saccharomyces cere visiae ) >gi_4 54 8 8 7_emb_CAA5 4 7 4 5_ 
(X77675) TCPl-related chaperonin [Saccharomyces cerevisiae] 
>gi_557781_emb_CAA8 6136_ {Z38059) tcplbeta, len: 527, CAI : 
0.19, chaperone protein [Saccharomyces cerevisiae] 
>gi_571510 (U16761) Bin3p [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231431 

LIB3197-028-Q1-M1-D10 

BLASTX 

g2911075 

244 

9.0e-21 

71 

63 

(AL021960) putative protein [Arabidopsis thaliana] 
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i 



Seq.. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231432 

'LIB3197-0.28-Q1-M1-D11 
BLASTX "'^ 
gl35406 
590 

3.0e-61 

116 

95 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 {M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

231433 

LIB3197-028-Q1-M1-D12 

BLASTX 

g303750 

472 

2.0e-47 

91 

100 

(D12548) GTP-binding protein [Pisum sativum] 

>gi_738940_prf 2001457H GTP-binding protein [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231434 

LIB3197-028-Q1-M1-D2 

BLASTX 

gll3621 

265 

l.Oe-23 

63 

84 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_2 95850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231435 

LIB3197-028-Q1-M1-D4 

BLASTX 

g2982311 

631 

5.0e-66 

128 

88 

(AF051240) probable ubiquit in-conjugating enzyme E2 [Picea 
mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



231436 

LIB3197-028-Q1-M1-D5 

BLASTX 

gl332411 

497 

2.0e-50 



33288 



Ma't"ph lpnci+*h 


114 .. . 


% identity 


81 ' 


NGBT Descriotion 


fDRSin?^ ri 1 hvrimf 1 a vono] 4 — rpduct a55P FRnsa hvbridal 

\ 1—/ \J A. \J £^ f -1- 1 1 y \_« X. / X U_ d V W i Iv./ -L. ^ X w dW ^— d w L V O d y -J- *wl d J 


Sec5. No. 


231437 


Sea ID 


LIB3 197-02 8 -Q1-M1-D7 


Method 


BLASTX 


NCBI GI 


g3152582 


BLAST score 


270 


E value 


8.0e-24 


Match lenath 


73 


% identity 


66 


NCBI Descriotion 


(AC002986) YUP8H12R.20 [Arabidopsis thaliana] 


Seq. No. 


231438 


Seq. ID 


LIB3197-028-Q1-M1-D9 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


262 


E value 


7 . Oe-23 


Ma tph Ipnath 


87 


% identity 


54 


NCBI Descriotion 


fAC004521) unknown orotein TArabidoDsis thalianal 


Seq. No. 


231439 


Sea ID 


LI B3 197 -02 8 -01 -Ml -El 


Method 


BLASTX 


NCBI GI 


g2253010 


BLAST score 


577 ■ . 


E valup 


8 Oe-60 


Match Ipncrth 


122 


%, 1 dpni" "i 1" V 


89 


NCBI Description 


(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 




thalianal 

X X \A. ^ «U 1 XCX J 


Seq. No. 


231440 


Seq. ID 


LIB3197-028-Q1-M1-E10 


Method 


BLASTX , 


NCBI GI 


g3776084 


BLAST score 


272 


E valup 

•I— 1 V d ..L. 


6 Oe-24 


Ma'tr'h 1 pn(Tt~h 


85 


% identity 


59 


NCBI Descrintion 


fY18251) NtN2 fMedicaao truncatulal 


Seq. No. 


231441 


Sea ID 


LIB3197-028-O1-M1-E11 


Method 


BLASTX 


NCBI GI 


g2651308 


BLAST score 


340 


E value 


6.0e-32 


Match length 


117 


% identity 


67 ' ' 


NCBI Description 


(AC002336). putative myosin heavy chain [Arabidopsis 




thaliana r 



Seq. No. 231442 
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Seq. ID 

Method ^ ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3197-028-Q1-M1-E4 

BLASTX . " • 

g2129473 

247 

5.0e-21 

91 ^ 
51 

arabinogaiactan-like protein - loblolly pine >gi_607774 
{U09556) arabinogalactan-like protein [Pinus taeda] 

231443 

LIB3197-028-Q1-M1-E5 

BLASTX 

g4033424 

433 * ■ 

8.0e-43 

99 

82 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

231444 

LIB3197-028-Q1-M1-E9 

BLASTX 

g2342735 

233 

2.0e-19 

52 

87 

{AC002341) unknown protein [Arabidopsis thaliana] 
231445 

LIB3197-028-Q1-M1-F10 

BLASTX 

g82040 

744 ■ 

3.0e-7 9 

149 ' 

28 ■ . 

ubiquitin precursor - flax (fragment) >gi_168304 {M57895) 
ubiquitin [Linum usitatissimum] 

231446 

LIB3197-028-Q1-M1-F12 

BLASTX 

g2970051. 

441 

9.0e-44 

109 

77 

(AB012110) ARGIO. [Vigna radiata] 
231447 

LIB3197-028-Q1-M1-F2 

BLASTX 

g3420239 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ■ length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



207 ^ ■ 

l.Oe-20 

68 ■ ■ ^■ 

84. 

(AF059484) actin [Gossypium hirsutum] 
231448 

LIB3197-028-Q1-M1-F3 

BLASTX 

g232024 

744 

2.0e-79 

139 

100 

PROTEIN E6 >gi_421806_pir ^A46130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 {M92051) 5' start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

231449 

LIB3197-028-Q1-M1-F4 

BLASTX 

g3098571 

232 

3.0e-19 

134 

37 

(AF04 9028) BURP domain containing protein [Brassica napus] 
231450 

LIB3197-028-Q1-M1-F5 

BLASTX 

g2827550 

193 

l.Oe-14 

57 

65 

(AL021635) leucine rich repeat receptor kinase-like protein 
[Arabidopsis thaliana] 

231451 

LIB3197-028-Q1-M1-F8 

BLASTX 

g2464905 

275 

2.0e-24 

110 

54 

{Z99708) minor allergen [Arabidopsis thaliana] 
231452 

LIB3197-028-Q1-M1-F9- 

BLASTX 

gl009232 

162 

4.0e-ll 
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Match length 

% identity 

NCBI Description 



66 

58 V 

(L38828) EF-l-alpha-related GTP-binding protein [Nicotiana 
t aba cum] 



O C7 ^ • IN • 


231453 


9pn in 

O C ^ > XL/ 


LIB3197-028-O1-M1-G10 


MpI" hod 


BLASTX 


NCBI GI 


□1256509 




511 


E value 


5. Oe-52 


Match length 


106 


% identity 


84 


NCBI Description 


{X92943) pectate lyase 


Sea No 


231454 


Seq. ID 


LIB3 197 -02 8 -01 -Ml -Gil 


Method 


BLASTX 


NCRT GT 

IN J_/ _L J. 


a2 8 112 7 8 




576 


E valup 

i-mi V -i- IhX ^ 


6. Oe-64 


Mptph 1 pnrrth 


135 


% identity 


88 


NCBI Description 


(AF043284) expansin [Goi 


Seq. No. 


231455 


Seq. ID 


LIB3197-028-'Ql-Ml-G12 


Method 


BLASTX 


NCBI GI 


g728938 


BLAST score 


692 


E value 


3.0e-73 


Match length 


148 


% identity 


91 


NCBI Description 


PYROPHOSPHATE-ENERGIZED 



[Musa acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 
(H+-PPASE) >gi 322841 pir • JC1466 inorganic pyrophosphatase 
(EC 3.6.1.1) - barley >gi_285638_dbj_BAA02717_ (D13472) 
inorganic pyrophosphatse ase* [Hordeum vulgare]- 

231456 

LIB3197-028-Q1-M1-G2 

BLASTX 

gl449179 

161 

5.0e-ll 

54 

54 

{D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

231457 

LIB3197-028-Q1-M1-G3 

BLASTX 

gl041706 

524 

2.0e-53 
111 
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% identity 

NCBI Description 



84 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 



Seq. Nor 


231458 


Seq. ID 


LIB3197-028-Q1-M1-G5 


Method 


BLASTX 


NCBI GI 


g2935298 


BLAST score 


400 


E value 


6.0e-39 


Match length 


123 


% identity 


66 


NCBI Description 


(AF03804 5) 3-hydroxy-3-inethylglutaryl-coenz 




1 [Gossypium hirsutum] 


Seq. No. 


231459 


Seq. ID 


LIB3197-028-Q1-M1-G6 


Method 


BLASTX 


NCBI GI 


g4545231 


BLAST score 


514 


E value 


2 . Oe-52 


Match length 


101 


% identity 


99 


NCBI Description 


(AF116243) RAS-related GTP-binding protein 




hirsutum] 


Seq. No. 


231460 


Seq. ID 


LIB3197-028-Q1-M1-G7 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


548 


E value 


3.0e-56 


Match length 


135 


% identity 


76 


NCBI Description 


(AF043284) .expansin [Gossypiuiu hirsutum] 


Seq. No. 


231461 


Seq. 'ID 


LIB3197-028-Q1-M1-G8 


Method 


BLASTX 


NCBI GI 


gl361974 


BLAST score 


453 


E value 


3.0e-45 


Match length 


145 


% identity 


59 


NCBI Description 


cysteine proteinase - clove pink (fragment) 



(U17135) cysteine proteinase [Dianthus caryophyllus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231462 

LIB3197-028-Q1-M1-H1 

BLASTX 

g3885328 

391 

5.0e-41 

104 

83 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



33293 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231463 

LIB3197-028-Q1-M1-H4 

BLASTX 

gl20673 

626 

2.0e-65 

146 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66013_pir DEPJG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden petunia 
>gi_20551_emb_CAA42904_ (X60346) glyceraldehyde 
3-phosphate dehydrogenase [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
■Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231464 

LIB3197-02 9-Q1-M1-A1 

BLASTX 

g4580455 

415 

7.0e-41 

113 

75 

(AC006081) unknown protein [Arabidopsis thaliana] 
231465 

LIB3197-02 9-Q1-M1-A10 

BLASTX 

g4056488 

189 

6.0e-21 

67 

76 

(AC005896) unknown protein [Arabidopsis thaliana] 
231466 

LIB3197-029-Q1-M1-A11 

BLASTX 

g872116 

422 

l.Oe-41 

103 

80 

(X79770) sti (stress inducible protein) [Glycine max] 
231467 

LIB3197-02 9-Q1-M1-A2 

BLASTX 

g464849 

600 

2.0e-62 

129 

92 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 



231468 



33294 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LiB3197-029-Ql-Ml-A3 

BLASTS 

g3915031 

177 

2.0e-16 

69 

74 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_einb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desatura 
[Gossypiuin hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231469 

LIB3197-029-Q1-M1-A5 

BLASTX 

gl771162 

180 

2.0e-13 

86 

49 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231470 

LIB3197-029-Q1-M1-A6 

BLASTX 

g3858935 

567 

l.Oe-58 

128 

83 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4 103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231471 

LIB3197-029-Q1-M1-A7 

BLASTX 

g2129499 

663 

5.0e-70 

133 

92 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi__1000086 (U30506) E6 [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231472 

LIB3197-029-Q1-M1-B1 

BLASTX 

g3426037 

598 

3.0e-62 

137 

52 

(AC005168) putative ABC transporter protein [Arabidopsis 



33295 



thaliana] 



Seiq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231473 

LIB3197-029-Q1-M1-B12 

BLASTX 

g2252842 

164 

2.0e-ll 

93 

44 

(AF013293) No definition line found [Arabidopsis thaliana] 
231474 

LIB3197-029-Q1-M1-B2 

BLASTX 

g3914403 

307 

3.0e-28 

113 

58 

PROTOPORPHYRINOGEN OXIDASE, MITOCHONDRIAL (PPO II) 
(PROTOPORPHYRINOGEN IX OXIDASE ISOZYME II) (PPX II) 

>gi_2370335_emb_CAA738 66_ (Y134 66) protoporphyrinogen 

oxidase [Nicotiana tabacum] >gi_3929920_dbj_BAA34712_ 
(AB020500) mitochondrial protoporphyrinogen oxidase 
[Nicotiana tabacum] >gi__4105188 (AF044129) 

protoporphyrinogen oxidase PX-2 [Nicotiana tabacum] 

231475 

LIB3197-029-Q1-M1-B4 

BLASTX 

g3377797 

501 

7.0e-51 

125 

78 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliank cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231476 

LIB3197-029-Q1-M1-B5 

BLASTX 

g2062167 

313 

5.0'e-29 

64 

88 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



231477 

LIB3197-029-Q1-M1-B6 

BLASTX 

g3142301 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 

l.Oe-17 

113 

49 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 



Seq, No. 


231478 


Seq. ID 


LIB31 97-02 9-Ql-Ml-Cl 


Method 


BLASTX 


NCBI GI 


g4128197 


BLAST score 


155 


E value 


2.0e-10 


Match length 


52 


% identity 


60 


NCBI Description 


(U75273) acyl-CoA binding protein [Arabidopsis 


Seq. No. 


231479 


Seq. ID 


LIB3197-029-Q1-M1-C10 


Method 


BLASTX 


NCBI GI 


gll69534 


BLAST score 


593 ' 


E value 


9.0e-62 


Match length 


122 


% identity 


94 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_4 33609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231480 

LIB3197-02 9-Q1-M1-C11 

BLASTX 

gll73256 

637 

9.0e-67 

123 

99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231481 

LIB3197-02 9-Q1-M1-C12 

BLASTX 

g2499611 

450 

8.0e-45 

90 

93 

MITOGEN 
(ATMPK7 



-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 
) >gi_629548_pir S40473 mitogen-activated protein 



33297 



kinase 7 (EC .-2 . 7 . 1 . -) - Arabidopsis thaliana 
>gi_457406_cibj_BAA0487.0^ (D21843) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 


231482 




LTR31 97-02 9-01-M1-C4 

Xj X X/ X -/ r V/ £• X J. i X \^ 




RT.A9TX 


LN ^ O J. yJJ. 


a'^421087 




544 


H) V d -L U-C 


6 Oe-56 


L*iCl L^Ii XCli^Uli 


110 

X X 


% "i fi^nt it V 

O _l_ s-A 1 1 -1- ^ jr 


97 




fAF043524 1 20S oroteasome subunit PAEl fArabidoDsis 




thaliana] 


O C • IN W • 


^ J X 1 O .J 


O C • X 


LTB31 97-02 9-01-M1-C5 

xjxOajx.// \j zf JL I i X \^ tj 




D J_i r^O ± /\ 


NCBI GI 


a2414624 




2fiS 
^ o ^ 


I-j V d X U.C: 






96 




51 


NCBI Description 


(Z99259) ATP synthase subunit [Schizosaccharomyces pombe] 


o . IN U . 


^ J X *3 O *3 


Qcarr"* in 


T.TR'^1 97-09Q-r)1 -Ml -r7 

XtXOsJX^/ \J \IX i^iX 


lYie Lnoa 


RT ZiC^TY 


NCHT GT 


□3337350 


RT ZiQT G/^rM^o 


*3 o u 


P Tra 1 no 
l_j V d X Ut^ 


X . V/tS T o 


Ma'hr'h 1 onrfhVi 


104 


9; "i ripn t i t v 


92 


NCBI Description 


(AC004481) putative permease [Arabidopsis thaliana] 


O c (.j^ • IN \ J • 


^ ^ X '3 O .J 




T.TR^l Q7-n9Q-r)1 -Ml -HI 

XtXO^X^/ \J J S^X liX LVX 




RT a^Ty 


In O J. o ± 


nl 707090 
yx / u f \j 


RT ZIQT" eo/^r*Q 


907 


Hj vdxue 


X . ue X D 


Ma'hr'h 1 OTirr+'h 


89 


?; "i rlpnt" "i i" v 


28 


MPRT np<?r r 1 ni" 1 on 

LH \^ LJ X ^ O V-f X -1- w- -1. \./ 1 1 


fU78721^ hvDothetical orotein FArabidoosis thalianal 


Seq. No. 


231486 


Seq. ID 


LIB3197-029-Q1-M1-D11 


Method 


BLASTX 


NCBI GI 


g3860263 


BLAST score 


237 


E value 


6.0e-20 


Match length 


62 


% identity 


65 


NCBI Description 


(AC005824) putative cytochrome p450 protein [Arabidopsis 




thaliana] 


Seq. No. 


231487 



33298 



Seq. ID. 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-029-Q1-M1-D2 

BLASTX 

g2497543 

163 

2.0e-ll 

39 

77 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - comition tobacco >gi_4 4 4023_einb_CAA82 628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 


231488 


Seq.' ID 


LIB3197-029-Q1-M1-D3 


Method 


BLASTX 


NCBI GI 


g3097321 


BLAST score 


194 


R V3 1 IIP 
lit V a -i. 


7 . Oe-15 


Match length 


84 


% i dpnt it V 


45 


NPRT Dp<?pr Int ion 

Na>> U X J_/ ^ O \^ ^ ^ k^r \^ JL \_/ i 1 


(AB013289) Bd 30K [Glycine max] 


Sea. No. 


231489 


Seq. ID 


LIB3197-029-Q1-M1-D4 


Method 


BLASTX 


NCBI GI 


g4 31 4 378 


BLAST score 


227 


E value 


7.0e-19 


Match length 


96 


% identity 


46 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 


Seq. No. 


231490 


Seq. ID 


LIB3197-029-Q1-M1-D6 


Method 


BLASTX 


NCBI GI 


g3249081 


BLAST score 


311 


E value 


l.Oe-28 


Match length 


121 


% identity 


18 


NCBI Description 


(AC004473) Strong similarity to AR0GP2 gene gb_1762634 




Lycopersicon esculentum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231491 

LIB3197-029-Q1-M1-D7 

BLASTX 

g2500192 

491 

9.0e-50 

95 

97 

RAC-LIKE GTP BINDING PROTEIN ARAC3 >gi_1304413 {U43501) 
Rac-like protein [Arabidopsis thaliana] >gi_2645643 
(AF031427) Rho-like GTP binding protein [Arabidopsis 
thaliana] >gi_2924 513_emb_CAA17767 . 1_ (AL022023) RholPs 
homolog/ Rac-like protein [Arabidopsis thaliana] 



Seq. No. 



231492 



33299 



O • XL/ 


T.TR'^l Q7-n9Q-01 -M1 -F1 D 

XlXO^X^/ \J £. ^ iiX CjXU 


Method 


BLASTX 


NCBI GI 


g2244732 




•J ^ X 




X • vjt:? >j o 




ins 

X ^ 




100 




\LJsj\j*iA.^/ d AyXVJUXLIV_«CIii L.i-Clii01-C^C10C [_V.3V^OOy^-I- LllLl 1 1 X X O LI U Ul 


O C M * ^ • 


231493 


Seq. ID 


LIB3197-029-Q1-M1-E11 




RT.A^TX 


NCBI GI 


g543905 


BLAST score 


453 


Cj V CL -1- LLC 


3 . Oe-45 


Ma't"/~'h 1 onrr'hh 

i lO. LOli XC>il^L>ii 


110 


^ XL>ldi 1 L. X L. y 


81 


NCBI De <5Pi"iot ion 


BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi 347459 (L221 




V^TAQQT 'rmQ"l~PT"oi H — "ppm il^^t'pH Ti'm1~Pi'n Ff^l \7r' i n p ttip y 1 

JkJX CIO OXli^O L.CX WXLl X Cy LIX Cl L. CLl ^Xk^LCXii ^VJXyOXllC illCLAJ 


O C ^ . LN ^ . 


231494 


Seq. ID 


LIB3197-029-O1-M1-E12 


Method 


BLASTX 


NCBI GI 


g2702269 


Cj XinO i. O L' w X 




Hi V dX U.^ 




rJa ucn xeng Ln 




^ XLicHL.XL.y 


7Q 

/ -7 


LNk^DX uescxxpuxoii 


\ri\^\J \J J\J o o } iiy pu L iit^ u X Odx pxL'L.cxii |_ rn.x dUXLiL/^o X o Liictx xaiici j 




231495 


O CLj^ • XL/ 


XlX£j.JX-7/ L/^^ WX liX Cj^ 


Method 


BLASTX 


NCBI GI 


g3461833 


OXir^O J. oL^L/XO 


?47 


Hj VciXUC 


^ np-^i 

^ • VJ C ^ X 


LYiaucn xeriyL.il 


CO 


^ xuciiuxLy 


O vJ 


LN^OX X'C^OL'XXpUXvJii 


^Ar^nn41 "^P^ t^itI" i tto ovoancin TATahn Hot^qt q "hhal n anal 

\ r\\^\J \J *i X J \J ) ^LlUdUXvC CA^diioXil [_nX dLJXLJLjpo X O LildXXdlidJ 


C • IN * 


2314 96 


O CL^ • XL/ 


T.TR'^l Q7-ny>Q-ni -Ml -F4 

XlXO.JX-7r \J J LJX 


1 iC L ilUU 


oxi^nkD ± /\ 


NCBI GI 


g4240385 


BLAST score 


251 


TP TTa 1 n o 
Cj V ct X Lie: 


X . L/C ^ X 


Ma ■t~oVk 1 onrf^H 
iucl LL'il XcIiyLil 


-7 D 


3r n/Hon+'n't'T/ 
^ XUCllLXLy 


SO 


IN^OX L^croL^XX^L-XUil 


^Airn^^l 057 \ omorra — ^ ■Fa'l~1~\7 aoiH HoQai"iiyaQO T^yor'nyQoy 

^ArUUXU^ / ) LJiU^y d -.J XdL.L.y dOXLi L<lCodL.LlXdOC pXC^L'LlXoLJX 




[, V CX llXOXd XL/XLIXXJ 


beq. NO. 


z oi4 y / 


Seq. ID 


LIB3197-029-Q1-M1-E5 


Method 


BLASTX 


NCBI GI 


g4006900 


BLAST score 


429 


E value 

<- 


2.0e-42 



33300 



Match lenQth 


134 


% identity 


63 


NCBI Descriotion 


(Z997081 hvDothetical oroti 


Seq. No. 


231498 


Seq. ID 


LIB31 97-02 9-Q1-M1-E6 


Method 


BLASTX 


NCBI GI 


g4406819 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


107 


% identity 


48 


NCBI Description 


(AC006201) unknown protein 


Seq.. No. 


231499 


Seq. ID 


LIB31 97-02 9-Q1-M1-E7 


Method 


BLASTX 


NCBI GI 


gl708236 


BLAST score 


145 


E value 


7.0e-ll 


Match length 


59 


% identity 


68 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA i 



THASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_212 9617_pir JC4 567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryi-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231500 

LIB3197-02 9-Q1-M1-E8 

BLASTX 

g2497366 

275 

3.0e-24 

109 

51 

INTERFERON-GAMMA INDUCIBLE PROTEIN MGll 

>gi_2137851_pir 14 9127 unknown intracellular protein - 

mouse >gi_558903 (U15635) unknown intracellular protein 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231501 

LIB3197-029-Q1-M1-F10 

BLASTX 

gl465770 

146 

4.0e-09 

129 

34 

(U61233) cofactor D [Bos taurus] 



Seq. .No. 
Seq. ID 
Method 



231502 

LIB3197-029-Q1-M1-F12 
BLASTX 



33301 



NCBI GI 


g2464905 




1 9S 

X 




^ np-1 ^ 




O J 




51 

»J X 




\£jZ7Z7fUO/ lUXllwX aXXCXvJdl [ r^X aJL^X UvJ^o X o L 1 id X Xdl Id J 


Seer No 


231503 




LIB3197-02 9-O1-M1-F4 


Method 


BLASTX 


NCBI GI 


g2052383 


Ljxja.kj J. o^\^x^ 


581 


F. v;^ 1 np 
jlj V a X 


4 . Oe-60 




121 


^ iripntit'v 


8 6 


NPRT npc!cr 1 ni" 1 on 


^Tlfifi'^dS^ r'alTPf"'ir'nlin TAT'^^hi Hon c;i<5 ■hhAli^in^T 
-J f v_< d X X X u X X i i |_ .r^x dJkj X (mI^^ o X o L>iidxxdiidj 


Sea. No. 


231504 


9ea ID 

OC^^ * XL/ 


XlXLJ.JXi?r \J £^ Sa-^ LiX iTaJ ^ 


Method 


BLASTX 


NCBI GI 


gl352664 


BLAST score 


483 


E value 


l.Oe-48 


Match length • 


97 ■ 


% identity 


93 


NCBI Description 


SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A,.isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

231505 

LIB3197-029-Q1-M1-F6 

BLASTX 

g4544443 

417 

4.0e-41 

113 

43 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

231506 

LIB3197-02 9-Q1-M1-F7 

BLASTX 

g3337352 

413 

l.Oe-40 

102 

81 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

231507 

LIB3197-029-Q1-M1-F9 



33302 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4128133 

240 

3.0e-20 

106 

46 

(AJ006068) 



dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 



231508 

LIB3197-029-Q1-M1-G10 

BLASTX 

g3341681 

448 

l.Oe-44 

90 

99 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 

>gi_741994_prf 2008312A GTP-binding protein [Arabidopsis 

thaliana] 



Qpci No 


231509 

t-. ^ _l_ ^ 


Seq. ID 


LIB31 97-02 9-Ql-Ml-Gll 


Method 


BLASTX 


NCBI GI 


g2384758 


BLAST score 


478 


Fi Vri 1 UP 


4,0e-48 


M;5i"ph 1 pnath 


96 




94 


NCBI Description 


(AF0168 96 ) GDP dissociation inhibitor protein OsGDIl 




e o "i TTpi 1 

O Cl U -L V CI J 


Seq. No. 


231510 


Seq. ID 


LIB3197-02 9-Q1-M1-G3 


Method 


BLASTX 


NCBI GI 


g2828702 


BLAST score 


748 . . 


E value 


l.Oe-79 


Match length 


144 


% identity 


99 


NCBI Description 


(AF044414) alpha mannosidase 6A8B [Homo sapiens] 


Seq. No. 


231511 


Seq. ID 


LIB31 97-02 9-Q1-M1-G4 


Method 


BLASTX 


NCBI GI 


g3548818 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


86 


% identity 


58 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


231512 


Seq. ID 


LIB3197-029-Q1-M1-G5 


Method 


BLASTX 


NCBI GI 


g3721864 


BLAST score 


176 


E value 


9.0e-13 



33303 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 

37 * 
(AB016068) Hs Ste24p [Homo sapiens] 

^'231513 

LIB3197-029-Qi-Ml-G6 

BLASTX 

gl644427 

226 

l.Oe-18 

45 

89 

(U74 610) glyoxalase II [Arabidopsis thaliana] 
231514 

LIB3197-029-Q1-M1-G7 

BLASTX 

gl737490 

265 

3.0e-23 

109 

46 

{U81006) p76 [Homo sapiens] 
231515 

LIB3197-029-Q1-M1-G8 

BLASTX 

g3548805 

273 

4.0e-24 

111 

50 

(AC005313) unknown protein [Arabidopsis thaliana] 
231516 

LIB3197-029-Q1-M1-G9 

BLASTX 

gl009712 

614 " - - 

4.0e-64 

131 

86 

(U27698). calreticulin [Arabidopsis thaliana] 
231517 

LIB3197-029-Q1-M1-H1 

BLASTX 

gl706318 

303 

l.Oe-27 

80 

71 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase 

tomato >gi_995555_emb_CAA56812_ (X80840) homology to 
pyroxidal-5 * -phosphate-dependant glutamate decarboxylases 
putative start codon [Lycopersicon esculentum] 



33304 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
•% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



231518 

LIB3197-029-Q1-M1-H10 

BLASTX 

g2431769 

234 

l.Oe-19 

57 

81 

{U62752) acidic ribosomal protein Pla [Zea mays] 
231519 

LIB3197-029-Q1-M1-H12 

BLASTX 

gl408471 

515 

2.0e-52 

132 

76 

{U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

231520 

LIB3197-029-Q1-M1-H4 
BLASTX 
.gl351030 - 
574 

2.0e-59 

138 

84 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_289365 
{M35599) 60-lcDa chaperonin-60 alpha-polypeptide precursor 
[Brassica napus] 

231521 

LIB3197-029-Q1-M1-H5- 

BLASTX 

g267069 

487 

3.0e-49 

89 

99 

TUBULIN 
tubulin 
(M84696 
{M84697 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



231522 

LIB3197-029-Q1-M1-H6 

BLASTX 

g2511574 

431 

9.0e-43 

91 

97 



33305 



NCBI Description- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Y1317 6) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasoitie subunit 
PABl- [Arabidopsis thaliana] 

231523 

LIB3197-029-Q1-M1-H7 

BLASTX 

g2129499 

603 

7.0e-63 

120 

92 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

231524 

LIB3197-029-Q1-M1-H9 

BLASTX 

gl486472 

441 

8.0e-44 

101 

84 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. " 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231525 

LIB3197-030-Q1-M1-A10 - . . 
BLASTX 
gl778370 
'624 

3.0e-65 

127 

93 

(U77678) asparagine synthetase 2 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231526 

LIB3197-030-Q1-M1-A11 

BLASTX 

g2613143 

189 

4.0e-16 

79 

55 

(AF030548) tubulin [Oryza sativa] 
231527 

LIB3197-030-Q1-M1-A12 • 

BLASTX 

g2651303 

623 

4 .Oe-65 

137 

87 

(AC002336) putative potassium transporter [Arabidopsis 
thaliana] 



33306 



Seq. No. 


231528 


Seq. ID 


LIB3197-030-Q1-M1-A3 


Method 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


431 


E value 


9.0e-43 


Match length 


112 


% identity 


68' 


NCBI Description 


(AF067961) homeodomain protein [Malus doinestica] 


Seq. No. 


231529 


Seq. ID 


LIB3197-030-Q1-M1-A4 


Method 


BLASTX 


NCBI GI 


g4558556 


BLAST score 


307 


E value 


4.0e-28 


Match length 


126 


% identity 


49 


NCBI Description 


(AC007138) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq. No. 


231530 


Seq. ID 


LIB3197-030-Q1-M1-A8 


Method 


BLASTX 


NCBI GI 


g4138722 


BLAST score 


239 


E value 


3,0e-20 


Match length 


81 


% identity 


62 


NCBI Description 


(Y09590) hexose transporter [Vitis vinifera] 


Seq. No. 


231531 


Seq. ID 


LIB3197-030-Q1-M1-A9 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


457 


E value 


l.Oe-45 


Match length 


91 


%' identity 


92 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi 66014 pir DEJMG glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 




>gi__19566 emb CAA42905 (X60347) glyceraldehyde 




3-phosphate dehydrogenase [Magnolia liliiflora] 


Seq. No. 


231532 


Seq. ID 


LIB3197-030-Q1-M1-B1 


Method 


■BLASTX 


NCBI GI 


gl587206 


BLAST score 


153 


E value 


l.Oe-10 


Match length 


39 


% identity 


77 


NCBI Description 


T complex protein [Cucumis sativus] 


Seq. No. 


231533 


Seq. ID 


LIB3197-030-Q1-M1-B10 



33307 



m 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 
g2864 624 
335 

2.0e-31 

137 

53 

(AL021811) putative protein [Arabidopsis thaliana] 
231534 

LIB3197-030-Q1-M1-B2 

BLASTX 

gl587206 

421 

2.0e-41 

110 

79 

T complex protein [Cucumis sativus] 
231535 

LIB3197-030-Q1-M1-B3 

BLASTX 

gl350956 

490 

l.Oe-49 

105 

92 

40S RIBOSOMAL PROTEIN S20 {S22) 
231536 

LIB3197-030-Q1-M1-B5 

BLASTX 

g3097321 

203 

7.0e-16 

109 

39 

(AB013289) Bd 30K [Glycine max] 
231537 

LIB3197-030-Q1-M1-B6 

BLASTX 

g3123271 

164 

7.0e-12 

31 

97 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein 86 [Arabidopsis thaliana] 

231538 

LIB3197-030-Q1-M1-B8 

BLASTX 

g3421109 

457 

l.Oe-45 

96 

95 



33308 



Us 



NCBI Description 



Seq. No. - ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AFO'43533). 20S proteasome beta subunit PBC2 [Arabidopsis 
thaliana] 

231539 

LIB3197-030-Q1-M1-C1 

BLASTX 

g2811278 

542 

l.Oe-55 

131 

76 

(AF04 3284) expansin [Gossypium hirsutum] 
231540 

LIB3197-030-Q1-M1-C11 

BLASTX 

g2811278 

753 

2.0e-80 

139 

97 

(AF043284) expansin [Gossypium hirsutum] 

231541 ^ 

LIB3197-030-Q1-M1-C6 , 

BLASTX 

g2498565 

175 

l.Oe-12 

94 

37 

C-MYC BINDING PROTEIN MM-1 >gi_1731809_dbj_BAA14006_ 
(D89667) c-myc binding protein [Homo sapiens] 
>gi_4505743_ref_NP_002615.1_pPFDN5_ prefoldin 

231542 - 

LIB3197-030-Q1-M1-C7 

BLASTX 

g31766'90 

169 

3.0e-12 

91 

46 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231543 

LIB3197-030-Q1-M1-C8 

BLASTX 

g3334115 

715 

6.0e-76 

137 

43 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) 



(ADP/ATP TRANSLOCASE 1) 
(ANT 1) >gi_2463664 



33309 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 

231544 

LIB3197-030-Q1-M1-C9 

BLASTX 

g2811278 

637 

9.0e-67 

129 

89 

(AF043284) expansin [Gossypium hirsutum] 
231545 

LIB3197-030-Q1-M1-D10 

BLASTX 

g2245136 

476 

6.0e-48 

135 

67 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] ' 

231546 

LIB3197-030-Q1-M1-D11 

BLASTX 

g4249386 

280 

6.0e-25 

106 

58 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 

2-31547 

LIB3197-030-Q1-M1-D5 

BLASTX 

g3080450 

363 ; 

l.Oe-34 

109 

60 

(AL022605) hypothetical protein [Arabidopsis thaliana] 
231548 

LIB3197-030-Q1-M1-D6 

BLASTX 

g4454012 

175 

l.Oe-12 

49 

65 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



33310 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231549 

LIB3197-030-Q1-M1-E10' 

BLASTX • ■ - 

g461987 

638 

6.0e-67 

133 

92 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_82042_pir JS0719 translation elongation factor eEF-1 

alpha chain - carrot >gi_217913_dbj_BAA02205_ (D12709) 
elongation factor 1-alpha [Daucus carota] 



Seq. No. 


231550 




beq. ID 


LIBoiy /-UoU-Ql-Ml-Ell 




Method 


BLASTX 




NCBI GI 


g4510430 




BLAST score 


514 




E value 


2.0e-52 




Match length 


106 




% identity 


87 




NCBI Description 


(AC006929) unknown protein, 3' 


part 




thaliana] 




Seq. No. 


--• ' " 

231551 




Seq. ID 


LIB3197-030-Q1-M1-E4 




Method 


BLASTX 




NCBI GI 


g3522945 




BLAST score 


242 




E value 


2.0e-20 




Match length 


117 , 




% identity 


41 




NCBI Description 


(AC004 411) putative cytochrome 


P450 


Seq. No. , 


231552 




Seq. ID 


LIB3197-030-Q1-M1-E5 




Method 


BLASTX 




NCBI GI 


g2129929 




BLAST score 


660 




E value 


2.0e-69 




Match length 


132 




% identity 


96 




NCBI Description 


DNA-directed RNA polymerase (EC 


2.7 



partial [Arabidopsis 



,6) II chain RPB2 - 
tomato >gi_1049068 (U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231553 

LIB3197-030-Q1-M1-E6 

BLASTX 

g2062167 

469 

4.0e-47 

101 

87 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



33311 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231554 

LIB3197-030-Q1-M1-F11 

BLASTX 

gll74592 

598 

3;0e-62 

111 

99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi__525332 (U1258 9) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231555 

LIB3197-030-Q1-M1-F12 

BLASTX 

g549063 

357 

6.0e-34 

110 

65 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] ^- • 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231556 

LIB3197-030-Q1-M1-F5 

BLASTX 

gll74592 

557 

2.0e-57 

109 

94 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231557 

LIB3197 

BLASTX 

g267069 

520 

4.0e-53 

96 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



•030-Ql-Ml-GlO 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thali^na >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



231558 

LIB3197-030-Q1-M1-G11 

BLASTX 

g2811278 

523 

2.0e-53 
128 



33312- 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBL .Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



76 

(AF043284) expansin [Gossypium hirsutum] 
231559 

LIB3197-030-Q1-M1-G4 

BLASTX 

gll74470 

348 

7.0e-33 

128 

52 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 {L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 

231560 

LIB3197-030-Q1-M1-G6 

BLASTX 

gl332579 

550 

l.Oe-56 

112 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
231561 

LIB3197-030-Q1-M1-H10 

BLASTX 

g2146797 

353 

3.0e-39 

114 

49 

protein disulf ide-isomerase {EC 5.3.4.1) - Castor bean 
>gi_1134968 (U41385) protein disulphide isomerase PDi 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [-Ricinus communis] 

231562 

LIB3197-030-Q1-M1-H5 

BLASTX 

g2088654 

398 

9:0e-39 

120 

71 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

231563 

LIB3197-031-Q1-M1-A5 

BLASTX 

g2132184 

173 

2.0e-12 
44 



33313 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

hypothetical protein YPL093w - yeast (Saccharomyces 
cerevi'siae) >gi_1151233 (U43281) LpglSp [Saccharomyces 
ceirevisiae] 

231564 

LIB3197-031-Q1-M1-A6 

BLASTX 

g3927825 

239 

4.0e-20 

56 

77 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

231565 

LIB3197-031-Q1-M1-B10 

BLASTX 

g4007792 

251 

2.0e-21 

65 

72 

(AL034463) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pombe] 

231566 

LIB3197-031-Q1-M1-B11 

BLASTX 

g4165018 

364 

9.0e-35 

134 

54 

(D89053) Acyl-CoA synthetase 3 [Homo sapiens] 



231567 

LIB3197-031-Q1-M1-B4 

BLASTX 

g2980793 

176 

l.Oe-12 

57 

56 

(AL022197) putative protein 



[Arabidopsis thaliana] 



231568 

LIB3197-031-Q1-M1-B6 

BLASTX 

g2497753 

190 

2.0e-14 

49 

63 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer prote 



33314 



[Prunus dulcis] 



S.eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231569 

LIB3197-031-Q1-M1-C10 

BLASTX 

g2062167 

402 

3.0e-39 

85 

88 

(AC001645) 
thaliana] 



Proline-rich protein AFG isolog* [Arabidopsis 



Seq. No. 231570 

Seq. ID LIB3197-031-Q1-M1-C11-- 

Method . BLASTX 

NCBI GI g4098129 

BLAST score 707 

E value 6.0e-75 

Match length 143 

% identity 94 

NCBI Description (U73588) sucrose synthase [Gossypium hirsutum] 

Seq. No. 231571 

Seq. ID LIB31'97-031-Q1-M1-C12 

Method BLASTX 

NCBI GI gl495251 

BLAST score 4 66 . ' 

E value - 9.0e-47 

Match length 97 

% identity 91 

NCBI Description (Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 231572 

Seq. ID LIB3197-031-Q1-M1-C2 

Method BLASTX 

NCBI GI gl899188 

BLAST score 187 

E value 2.'0e-14 

Match length 4'6 

% identity 74 

NCBI Description (U90212) DNA binding protein ACBF [Nicotiana tabacum] 

Seq. No. 231573 

Seq. ID LIB3197-031-Q1-M1-C5 

Method BLASTX 

NCBI GI . g2911052 

BLAST score 563 

E value 3.0e-58 

Match length 124 

% identity 88 

NCBI Description (AL021961) putative protein [Arabidopsis thaliana] 

Seq. No. 231574 

Seq. ID LIB3197-031-Q1-M1-C9 

Method BLASTX 

NCBI GI gl730502 



33315 



BLAST score 
E v.alue ' 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

•E value 

Match length 

%' identity 

NCBI Description 



179 ... 
5.0e-13 

80 - 
51 • 

TRANSMEMBRANE PROTEIN PFT27 >gi__110903_pir A31351 probable 

transmembrane protein FT27 - mouse >gi_535682 (M23568) 
transmembrane protein [Mus musculus] 

231575 

LIB3197-031-Q1-M1-D10 

BLASTX 

g2811278 

555 

4.0e-57 

133 

77 

(AF043284) expansin [Gossypium hirsutum] 
231576 

LIB3197-031-Q1-M1-D11 

BLASTX 

g2 924 520 

675 

3.0e-71 

142 

89 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 



Seq. No. 


231577 


Seq. ID 


LIB3197-031-Q1-M1-D12 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


520 


E value 


3.0e-53 


Match length 


118 


% identity 


92 r 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer 


Seq. No. 


231578 


Seq. ID 


LIB3197-031-Q1-M1-D4 


Method 


BLASTX 


NCBI GI 


g2662341 


BLAST score 


717 


E value 


4.0e-76 


Match length 


145 


% identity 


95 


NCBI Description 


(D63580) EF-1 alpha [Oryza sativa] 



>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

Seq. No. 231579 

Seq. ID LIB3197-031-Q1-M1-D5 

Method BLASTX 

NCBI GI g728880 

BLAST score 527 



33316 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 



7.0e-54 

14 4^ 

71 ' 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARDl SUBUNIT HOMOLOG 
>gi_5174 85_einb_CAA54 691_ {X77588) ARDl N-acetyl transferase 
homologue [Homo sapiens] >gi_1302661 (U52112) ARDl N-acetyl 
transferase related protein [Homo sapiens] 

231580 

LIB3197-031-Q1-M1-D6 

BLASTX 

g2826884 

155 

4.0e-10 

41 

71 

(AJ223635) transcription factor IIA large subunit 
[Arabidopsis thaliana] 

231581 

LIB3197-031-Q1-M1-D7 

BLASTX 

g2493133 

214 

3.0e-17 

83 . . 

49 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 
>gi_2183244 (AF002134) VmaSp . [Candida albicans] 

231582 

LIB3197-031-Q1-M1-D8 

BLASTX 

g3413170 

287 

l.Oe-25 
91 

68 . 

(AJ010227) 4 OS ribosomal protein S6 [Cicer arietinum] 
231583 

LIB3197-031-Q1-M1-D9 

BLASTX 

g3024020 

655 

7.0e-69 

131 

93 

INITIAT 
>gi_222 
factor 



ION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

5881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231584 

LIB3197-031-Q1-M1-E10 

BLASTX 

g282980 

414 



33317 



E value 
Match length 
% identity 
NCBI Description 



,1.0e-40 

115 . . 
68 

helix-loop-helix protein DEL - garden snapdragon >gi_l 66428 
(M84913) DEL [Antirrhinum majus] 



Sea. No. 


231585 


Seq. ID 


LIBS 197-0 3 1-Q1-M1-E12 


Method 


BLASTX 


NCBI GI 


g4217999 


BLAST score 


577 


E value 


l.Oe-59 


Match length 


130 


% identity 


85 


NCBI Description 


(AC006135) putative ubiquitin--protein ligase 




(ubiquitin-con j ugating enzyme) [Arabidopsis thaliana] 


Seq. No. 


231586 


Seq. ID 


LIB3197-031-Q1-M1-E6 


Method 


BLASTX 


NCBI GI 


a2117700 


BLAST score 


512 


E value 


4.0e-52 


Match length 


101 


% identity 


91 


NGBI Description 


t ransketolase (EC 2.2.1.1) precursor - potato {fragment) 


Sea No. 


231587 


Seq. ID 


LIB3197-031-Q1-M1-F10 


Mpt hod 


BLASTX 


NCBT GI 


a2811278 


BLAST score 


562 


E value 


6. Oe-58 


Match length 


135 


% identity 


76 


NCBI Description 


(AF043284) expansin [Gossypium hirsutum] 


Seq. No. 


231588 


Seq. ID 


LIB3197-031-Q1-M1-F12 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


370 


E value 


l.Oe-35 


Match length 


69 


% identity 


97 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 




LIGASE 9) {UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 




>gi 421857 pir S32674 ubiquitin — protein ligase (EC 




6.3.2.19) UBC9 - Arabidopsis thaliana 




>gi_2 97884_emb_CAA7 8714_ (Z14990) ubiquitin conjugating 




enzyme homolog [Arabidopsis thaliana] >gi 34 9211 (L00639) 




ubiquitin conjugating enzyme [Arabidopsis thaliana] 



>gi_600391_emb_CAA512:01_ (X72626) ubiquitin conjugating 
enzyme. E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ {AL035524 ) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



33318 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231589 

LIB3197-031-Q1-M1-F4 

BLASTX 

g231503 

704 

l.Oe-74 

152 

96 

ACTIN 97 >gi_100417_pir S20098 actin - potato 

>gi_2154 4_emb_CAA39280_ (X55751)' actin [Solanum tuberosum] 

231590 

LIB3197-031-Q1-M1-F5 

BLASTX 

g3249081 

323 

5.0e-30 

124 

27 

(AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 



Seq. No.> 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



231591 

LIB3197-031-Q1-M1-F8 

BLASTX . 
g2244734 
534 ^ 
<7.0e-55 
106 
98 

(D88414) actin [Gossypium hirsutum] 
231592 

LIB3197-031-Q1-M1-F9 

BLASTX 

gll70373 

637 

8.0e-67 

133 

92 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

231593 

LIB3197-031-Q1-M1-G1 

BLASTX ' 

g2662343 

647 

7.0e-68 

124 

100 

(D63581) EF-1 alpha [Oryza sativa] 
231594 

LIB3197-031-Q1-M1-G10 



33319 



Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


326 


E value 


2.0e-30 




68 


% identitv 


88 


NCBI Descriotion 


fAF0534 68) DnaJ-related orotein ZMDJl fZea mavsl 


Seq. No. 


231595 


Seq. ID 


LIB3197-031-Q1-M1-G11 


Method 


BLASTX 


NCBI GI 


g2706450 


BLAST score 


481 


E value 


2.0e-4-8 


Match length 


111 


% identity 


84 


NCBI Description 


(AJ225172) inagnesium dependent soluble inorganic 




pyrophosphatase [ Solanuiti tuberosum] 


Seq. No. 


231596 


Seq. ID 


LIB3197-031-Q1-M1-G2 


Method 


BLASTX 


NCBI GI 


g3860272 


BLAST score 


373 


E' value 


8.0e-36 


Match length 


74 


% identity 


97. . * 


NCBI Descriotion 


fAC005824^ mutative simnrp^^sor* "orotein fArabidoDsis 




thaliana] >gi 4314399 gb AAD15609 (AC006232) putative 




orotein fArabidoosis thalianal 


Seq. No. 


231597 


Seq, ID 


LIB3197-031-Q1-M1-G3 


Method 


BLASTX 


NCBI GI • , 


g4538911 


BLAST score 


186 


E value 


3.0e-16 


Match lencrth 


114 


% identity 


'43 


NCBI Description 


( ALO 4 9482) hvoothetical orotein FArabidoosis thaliana 1 


Seq. No. 


231598 


Seq. ID 


LIB3197-031-Q1-M1-G5 


Method 


BLASTX 


NCBI GI 


g3258576 


BLAST score 


375 


E va 1 ue 


5,0e-36 


Match length 


121 


% identity 


60 


NCBI Descriotion 


fU89959) Unknown orotpin fArabidoosis thalianal 


Seq. No. 


231599 


Seq. ID 


LIB3197-031-O1-M1-G6 


Method 


BLASTX 


NCBI GI 


gl08513 


BLAST score 


150 


E value 


5.0e-10 




- 3332a 



Match length 

% identity 

.iSfCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No . ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 
57 

aldehyde reductase (EC 1.1.1.21) - bovine , 
231600 

LIB3197-031-Q1-M1-G8 

BLASTX 

g2244749 

628 

l.Oe-65 

127 

92 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 
231601 

LIB3197-031-Q1-M1-H1 

BLASTX 

g2462744 

175 

9.0e-13 
92 

51 ' 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 

231602 ' * " 

LIB3197-031-Q1-M1-H2 

BLASTX 

gll73198 

401 

l.Oe-41 

97 

89 

40S RIBOSOMAL PROTEIN S13 >gi__480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA8097 4_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 



Seq. No. 


231603 


Seq. ID 


LIB3197-031-Q1-M1-H5 


Method 


BLASTX 


NCBI GI 


g2654385 


BLAST score 


177 


E value 


2.0e-13 


Match length 


49 


% identity 


76 


NCBI Description 


(Z49852) alpha-tubulin [Loxodes striatus] 


Seq. No. 


231604 


Seq. ID 


LIB3197-031-Q1-M1-H7 


Method 


BLASTX 


NCBI GI 


g3702368 


BLAST score 


341 


E value 


3.0e-32 


Match length 


87 


% identity 


74 


NCBI Description 


(AJ001855) alpha subunit of F-actin capping 



[Arabidopsis thaliana] 



33321 



Seq. No. 

Seq'. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231605 

LIB3197-031-Q1-M1-H8 

BLASTX 

gl351722 

275 

3.0e-24 

136 

42 

HYPOTHETICAL 29.7 KD PROTEIN C18G6.06 IN CHROMOSOME I 
>gi_1122371_emb_CAA92386_ (Z68198) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231606 

LIB3197-033-Q1-M1-A10 

BLASTX 

g2493146 

404 

2.0e-39 

115 

52 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ (AB024275) 
vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



231607 

LIB3197-033-Q1-M1-A11 " 

BLASTX 

g3874228 

182 

2.0e-13 

123 

21 

(Z49909) cDNA EST CEMSF21F comes from this 
EMBL:D7354 6 comes from this gene; cDNA EST 
comes from this gene; cDNA EST EMBL:.D7097 9 
gene; cDNA EST EMBL:D71075 comes from this 



gene; cDNA EST 
EMBL:D73669 
comes from this 
gene; cDNA E 



Seq. No. 


231608 


Seq. ID . 


LIB3197-033-Q1-M1-A5 


Method 


BLASTX 


NCBI GI 


g2244732 


BLAST score 


307 


E value 


3.0e-28 


Match length 


89 


% identity 


66 


NGBI Description 


(P.88413) endo-xyloglucan transferase [Gossypium hirsutum] 


Seq. No. 


231609 


Seq. ID 


LIB3197-033-Q1-M1-A6 


Method 


BLASTX 


NCBI GI 


gl710521 


BLAST score 


14 8 


E value 


2.0e-13 


Match length 


4 6 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L24 >gi 1154859 emb CAA6396P 



33322 



(X94296) L24ribosomal protein [Hordeum vulgare] 



Seq. No. 


231610 


Seq. ID 


LIB3197-033-Q1-M1-A8 


Method 


BLASTX 


NCBI GI 


g2586127 


BLAST score 


237 


E value 


5.0e-20 


Match lenath 


95 


% identitv 


51 


NCBI Description 


(U89510) b-keto acyl 


Seq. No. 


231611 


Seq. ID 


LIB3197-033-Q1-M1-A9 


Method 


BLASTX 


NCBI GI 


g542052 


BLAST score 


375 


E value 


3.0e-36 


Match length 


85 


% identity 


79 


NCBI Description 


ethylene-forming enz 



EFE - common tobacco 
>gi_450357_emb_CAA82646_ (Z29529) ethylene forming enzyme 
(EFE) [Nicotiana tabacum] 



Seq,. No. * 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231612 

LIB3197-033-Q1-M1-B10 

BLASTX 

gl00535 

205 

3.0e-16 

44 

91 

hypothetical protein - swollen duckweed 
>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) 
gibba] 



[Lemna 



231613 

LIB3197-033-Q1-M1-B2 

BLASTX 

g3914999 

278 

l.Oe-24 

75 

80 

SUPEROXIDE DISMUTASE, CHLOROPLAST [CU-ZN] PRECURSOR 
>gi_1944326_dbj_BAA19675_ (D4 9486) copper/ zinc-superoxide 
dismutase precursor [Solidago canadensis] 

231614 

LIB3197-033-Q1-M1-B6 

BLASTX 

g267069 

336 

4.0e-4 5 

95 . *^ 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 



33323 



tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
• {M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
^ NCBI Description 



Seq. No. 

Seq. ID^- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231615 

LIB3197-033-Q1-M1-B7 * 

BLASTX 

g3599491 

228 

8.0e-19 

57 

75 

(AF085149) putative aminotransferase [Capsicum chinense] 
231616 

LIB3197-033-Q1-M1-B8 

BLASTX 

g543905 

464 

2.0e-46 

110 

82 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosterdid-regulated protein [Glycine max] 

231617 

LIB3197-033-Q1-M1-C1 

BLASTX 

gl762144 

291 

3.0e-26 

108 

58 

(U48435) putative cytochrome P450 [Solanum chacoense] 
231618 

LIB3197-033-Q1-M1-C10 

BLASTX 

g4544399 • 

564 

3.0e-58 

128 

86 

(AC007047] 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231619 

LIB3197-033-Q1-M1-C2 

BLASTX 

gl25887 

207 

2.0e-16 
115 

42"" 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 



33324 



esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231620 

LIB3197-033-Q1-M1-C4 

BLASTX 

g2499535 

360 

3.0e-38 

111 

65 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/inalate translocator [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



231621 

LIB3197-033-Q1-M1-C5 

BLASTX 

g2739382 

540 

2.0e-55 

148 

31 

(AC002505) myosin heavy chain-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231622 

LIB3197-033-Q1-M1-C6 - 

BLASTX 

gll72977 

514 

2.0e-52 

120 

83 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

231623 ' "'^"'^ 

LIB3197-033-Q1-M1-C8 

BLASTX 

g2384758 

498 

2.0e-50 

101 

93 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231624 

LIB3197-033-Q1-M1-C9 

BLASTX 

g4098128 

556 

3..0e-57 

123 

89 

(U73588) sucrose synthase [Gossypium hirsutum] 



33325 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231625 

LIB3197-033-Q1-M1-D11 - - 

BLASTX 

g3738257 

500 

l.Oe-50 

105 

93 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

231626 

LIB3197-033-Q1-M1-D2 

BLASTX 

g2267567 

336 

l.Oe-31 

81 

80 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
X hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

231627 

LIB3197-033-Q1-M1-D5 

BLASTX 

gl20669 

260 

4.0e-30 

73 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42 905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



231628 

LIB3197-033-Q1-M1-D8 

BLASTX 

gl814403 

536 

6.0e-55 

133 

81 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

231629 

LIB3197-033-Q1-M1-D9 

BLASTX 

g4469023 

175 

6,0e-13 

45 

73 

(AL035602) putative protein [Arabidopsis thaliana] 



33326 



Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231630 ~ 

LIB3197-033-Q1-M1-E1 
BLASTX 
gl26041 
344 

5.0e-33 
71 
99 

L-LACTATE DEHYDROGENASE H CHAIN (LDH-B) 
>gi_1070432_pir DEHULH L-lactate dehydrogenase 



(EC 



Seq. No. 
Seq. ID 



1.1.1.27) chain H - human >gi_34329_eirib_CAA68701_ (Y00711) 
lactate dehydrogenase B (AA 1 - 334) [Homo sapiens] 
>gi_1200083_emb_CAA32033_ (X137 94) lactate dehydrogenase B 
[Homo sapiens] >gi_4557032_ref_NP_002291 . l^pLDHB_ lactate 
dehydrogenase B 

231631 

LIB3197-033-Q1-M1-E2 

BLASTX 

g3202042 

192 

9.0e-15 . 

112 ' 

43 ■ ' ■ • ' 

{AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 

231632 

LIB3197-033-Q1-M1-E4 

BLASTX 

gl071913 

527 

6.0e-54 

126 

82 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

231633 

LIB3197-033-Q1-M1-E7 

BLASTX 

gll74867 

163 

3.0e-17 

68 

69 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi__633687_emb_CAA558 62_ (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

>gi_1094912_prf 2107179A cytochrome c 

oxidase :SUBUNIT=8.2kD [Solanum tuberosum] 

231634 

LIB3197-033-Q1-M1-E9 



33327 



Method .... ..- BLASTX 

NCBI GI gl245343 

BLAST score 269 * ' . 

E value . l.Oe-23 

Match length 92 

% identity 55 

NCBI Description (U50194) tripeptidylpeptidase II [Rattus norvegicus] 



Seq. No. 


231635 


Seq. ID 


LIB3197-033-Q1-M1-F10 


Method 


BLASTX 


NCBI GI 


g4454056 


BLAST score 


143 


E value 


7.0e-09 


Match length 


40 


% identity 


70 


NCBI Description 


(AJ000930) ClpP [Arabidopsis thaliana] 


Seq. No. 


231636 


Seq. ID 


LIB3197-033-Q1-M1-F5 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


223 ' ■ 


E value 


3.0e-18 


Match length 


50 


% identity 


82 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



231637 

LIB3197-033-Q1-M1-F6 

BLASTX 

g3831444 

149 

2.0e-09 

105 

51 

(AC005819) putative protein kinase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231638 

LIB3197-033-Q1-M1-G1 

BLASTX 

gll7501 

624 

3.0e-65 

115 

100 

CALRETICULIN PRECURSOR (CRP55) (CALREGULIN) (HACBPJ (ERP60) 
(52 KD RIBONUCLEOPROTEIN AUTOANTIGEN RO/SS-A) 

>gi_87015_pir ^A37047 calreticulin precursor - human 

>gi_179882 (M84739) calreticulin [Homo sapiens] >gi_337487 
(M32294) Ro ribonucleoprotein autoantigen (Ro/SS-A) 
precursor [Homo sapiens] >gi_1905911 (AD000092) 
calreticulin [Homo sapiens] 



Seq. No. 231639 

Seq. ID LIB3197-033-Q1-M1-G3 

Method BLASTX 



33328 



NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ~ ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g2827082 
220 

6.0e-18-- 

51 

80 

(AF020272) malate dehydrogenase [Medicago sativa] 
231640 

LIB3197-033-Q1-M1-G4 
•BLASTX 
gll9350 
253 

4 .Oe-37 
102 

,79 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_einb_CAA41114_ (X58107) enolase 

[Arabidopsis thaliana] 

231641 

LIB3197-033-Q1-M1-G5 

BLASTX 

g4539335- 

54 7 

3.0e-56 

151 

68 

(AL035539) putative protein [Arabidopsis thaliana] 
231642 

LIB3197-033-Q1-M1-G6 

BLASTX 

g267073 

452 , 

3.'0e-52 

108 

93 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

231643 

LIB3197-033-Q1-M1-G7 

BLASTX 

g2961300 

572 

3.0e-59 

120 

93 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
231644 

LIB3197-033-Q1-M1-G9 
BLASTX 



33329 



NCBI GI ., 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2654559 
253. 
l.Oe-21 
140 ' 
36 

(AF006621) embryonic lung protein [Homo sapiens] 
231645 

LIB3197-033-Q1-M1-H1 

BLASTX 

g3236237 

270 

8.0e-24 

91 

56 

(AC004 684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 

231646 

LIB3197-033-Q1-M1-H10 

BLASTX 

g3915031 

693 

2.0e-73 ' 

137 

96 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

231647 

LIB3197-033-Q1-M1-H12 

BLASTX 

gl419088 

668 

2.0e-70 

127 

94 

{Z71395) calreticulin [Nicotiana plumbaginif olia] 
231648 

LIB3197-033-Q1-M1-H7 

BLASTX 

g4406780 

512 

4.0e-52 

130 

74 

{AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

231649 

LIB3197-033-Q1-M1-H8 

BLASTX 

g3461833 

453 



33330 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ..Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq.. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



3.0e-45 

108 

74 

(AC004138) putative expansin [Arabidopsis thaliana] 
231650 

LIB3197-034-Q1-M1-A10 
•BLASTX 
gl841464 
165 

2.0e-ll 

38 

45 

(yil002) LIM-domain SF3 protein [Nicotiana tabacum] 

** 

231651 

LIB3197-034-Q1-M1-A11 

BLASTX 

gl841464 

223 

3.0e-18 

41 

51 

{Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 
231652 

LIB3197-034-Q1-M1-A12 

BLASTX 

gl408471 

426 

5.0e-42 

97 

77 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

231653 

LIB3197-034-Q1-M1-A5 

BLASTX 

g3377797 

305 

2.0e-50 

132 

76 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

231654 

LIB3197-034-Q1-M1-A7 

BLASTX 

g3420239 

236 

2.0e-20 



33331 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 
^. BLAST score 

E value 
^ Match length 
yl % identity 
g NCBI Description 

™ Seq. No. 
rf Seq. ID 
^ Method 
yl NCBI GI 
3 BLAST score 

y, E value 

Match length 

% identity 
^ NCBI Description 

Q Seq. No. 

□ Seq.., ID 

" Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



46 

96 . 

(AF059484) actin [Gossypium hirsutum]- 
■231655 

LIB3 197-034 -Q1-M1-A9 
BLASTX 
g2286153 
554 

4.0e-57 
112 
99 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
231656 

LIB3197-034-Q1-M1-B11 

BLASTX 

g3395432 

179 

4.0e-13 

74 

55 

(AC004683) . unknown protein [Arabidopsis thaliana] 
231657 

LIB3197-034-Q1-M1-B12 

BLASTX 

g3668089 

262 

8.0e-23 

98 

49 

(AC004 667) unknown protein [Arabidopsis thaliana] 
231658 ^ 

LIB3197-034-Q1-M1-B2 

BLASTX 

gl890281. 

365 

6.0e-35 
117 

22 

(U89984) transformation-sensitive protein homolog 
[Acanthamoeba castellanii] 

231659 

LIB3197-034-Q1-M1-B4 

BLASTX 

g3021348 

183 

8.0e-14 

38 

87 

{AJ004 961) ribosomal protein LIB [Cicer arietinum] 
231660 

LIB31 97-034 -Q1-M1-B5 



33332 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■• 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



. No. ■ 

Wethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g267069 

658 

3.0e-69 

122 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis "thaliana] >gi__166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



231661 

LIB3197-034-Q1-M1-B6 

BLASTX 

g2911050 

141 

l.Oe-08 

97 

40 

(AL021961) putative protein [Arabidopsis thaliana] 
231662 

LIB3197-034-Q1-M1-B9 

BLASTX 

gl33959 

242 ' 

2.0e-20 

50 

94- 

CHLOROPLAST SOS RIBOSOMAL PROTEIN S4 >gi_81526_pir ^A30833 

ribosoitial protein S4 - spinach chloroplast >gi_343377 
(M16878) ribosomal protein S4 [Spinacia oleracea] 

>gi_225464_prf^ 1303355A ribosomal protein S4 [Spinacia 

oleracea} 

, Ii^^^^^,Ql-Ml-ei 

g464981 
274 

2.0e-24 

55 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

231664 

LIB3197-034-Q1-M1-C10 

BLASTX 

g4544384 

243 

4.0e-21 

66 . 
92 

{AC007047) unknown protein [Arabidopsis thaliana] 



33333 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231665 

LIB3197-034-Q1-M1-C11 
BLASTX 

g2739046 . . 

194 

8.0e-15 

102 

38 

{AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

231666 

LIB3197-034-Q1-M1-C2 

BLASTX 

g3157932 

150 

l.Oe-09 

131 

33 

(AC002131) Similar to hypothetical protein HYPl gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 

231667 

LIB3197-034-Q1-M1-C4 

BLASTX 

g3334115. 

438 

2.0e-44 

117 

81 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scpre 

E value 

Match length 

% identity 

•NCBI Description 



231668 

LIB3197-034-Q1-M1-C5 

BLASTX 

gl35406 

647 

7.0e-68 

126 

96 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir ^A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

231669 

LIB3197-034-Q1-M1-C6 

BLASTX 

g3819164 

660 

2.0e-69 

14 4 • 

90 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine, 



33334 



max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'231,670 

LIB3197-034-Q1-M1-C8 

BLASTX 

g3023190 

521 

4.0e-53 

129 
79 

14-3-3-LIKE PROTEIN 16R >gi_1888459_eitib_CAA72381_ 
14-3-3 protein [Solanum tuberosum] 



(Y11685) 



231671 

LIB3197-034-Q1-M1-D1 

BLASTX 

gl922251 

496 

3.0e-50 

97 

98 

(Y12072) farnesyl pyrophosphate synthase [Gossypium 
arboreum] 



Seq. No. 

Seq. ID 

Method 

NCBI Gt 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231672 

LIB3197-034-Q1-M1-D10 " ' 

BLASTX 

g2129758 

535 

8.0e-55 

112 

82 

ubiquitin conjugating enzyme E2 protein - Arabidopsis 
thaliana >gi_992704 (U33757) UBC7 [Arabidopsis thaliana] 

231673 

LIB3197-034-Q1-M1-D6 

BLASTX 

g2688830 

574 

2.0e-59 

150 

76 

(AF000952) putative sugar transporter [Prunus armeniaca] 



231674 

LIB3197-034-Q1-M1-D8 

BLASTX 

g475048 

630 

6,0e-66 

134 

64 

(X72581) tonoplast intrinsic protein gamma 
[Arabidopsis thaliana] 



(gamma-TIP) 



Seq. No, 



231675 



33335 



o6C}. J.U 


iiiooiy / — u ofi — y 1— Ml— uy 


Method 


BLASTX 


NCBI GI 


g2894592 


dJjAo 1 score 


"5 0 Q 


E value 


1.. ue— J U 


Match length 


O 1 

o / 


i ^ ^ T 4* 1 T 

ID luennuy 


1 1 
/ 1 


NCBI Description 


IHLiUz 1 o o i? J preaicteQ procein 


O € . IN U . 


^ J J. u / u 


oeq , i u 


T TR*^ 1 Q7 — n "^/l — ni —Ml — T? 9 
lilDOiy / ~UOf! v-L i^l 


Method 


BLASTX 


NCBI GI 


g2894612 


DJjrio i scoxre 


-3U^ ■ 


E value 


1 fio — 97 

1 . ue z / 


txiancn xenyTin 








viK^Di uescinpL.ion 


v/iiiuziooyj puranve prorein 


Q rr KT 

o e q • LN u . 


^ O 1 O / / 


Qan T n 

oecj . lu 


Iji D J 1 y / U J*i — y 1— (Yll £i / 


Method 


BLASTX 


NCBI GI 


g2791834 


TiT Zi CP o/^/^v/i 

DLirio i scoire 


oz / 


E value 


/ . ue o *i 


Match length 




% identity 


Q Q 

y 0 


NCBI Description- 


(ArU4i4Doj elongation ractor 


O e q . IN O . 


9 o -] C7 p 
Z J 1 D / 0 


oeq. iU 


T T'n'51 Q7 — r^i —mi cq 
lilnoiy / Uo41 yi— Ml— CjO 






NCBI GI 


gl620898 


BLAST score 


333 


c*. value 


*i . ue j1 


Match length 


O 0 


% identity 


/ O 


iNL-Di uescripuion 


(D87957) protein involved in 




sapiens] ■ 


. LNO • 


z J 1 o / y 


Spa TD 


T.TR^I Q7-n'^4-ni -Ml -Fl 


Method 


BLASTX 


NCBI GI 


gl945611 


BLAST score 


265 


E value 


3.0e-23 


Match length 


120 


% identity 


44 



NCBI Description (AB003103) 26S proteasome subunit p55 [Homo sapiens] 

>gi_4506221_ref_NP_002807 . l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231680 

LIB3197-034-Q1-M1-F10 

BLASTX 

g2497543 

536 



33336 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-55 

117 

91 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_54 2061_pir S41379 

pyruvate kinase - common tobacco >gi__4 4 4023_emb_CAA82628_ 
(Z294 92) pyruvate kinase [Nicotiana tabacum] 

231681 

LIB3197-034-Q1-M1-F12 

BLASTX 

g479386 

407 

9.0e-40 

89 

90 

isocitrate dehydrogenase - soybean 
231682 

LIB3197-034-Q1-M1-F2 

BLASTX 

g464849 

804 

3.0e-86 

152 

99 

TUBULIN ALPHA CHAIN >gi_48 6847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

'231683 

LIB3197-034-Q1-M1-F3 

BLASTX 

g4193388 

424 

9.0e-42 

125 

70 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231684 

LIB3197-034-Q1-M1-F4 

BLASTX 

g81857 

340 

6,0e-32 

71 

90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA45349_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

231685 

LIB3197-034-Q1-M1-F5 

BLASTX 

g4193388 

259 



33337 



E value 
Match length 
.% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score ^* 
E value 
Match length 
*% identity 
NCBI Description 



l.Oe-22 

69 

72 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

231686 

LIB3197-034-Q1-M1-F6 

BLASTX 

g312179 

558 

2.0e-57 

130 

82 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

231687 

LIB3197-034-Q1-M1-F9 
BLASTX 

g4193388 ^ 
292- 

2.0e-26 

82 

74 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



231688 

LIB3197-034-Q1-M1-G11 

BLASTX 

g4049349 

423 

■l.Oe-41 
122 
67 

{AL034567) ubiquinol-cytochrome c reductase-like protein 
[Arabidopsis thaliana] 

231689 

LIB3197-034-Q1-M1-G2 

BLASTX 

g3334299 

584 

l.Oe-60 

122 

93 

PROTEASOME, ALPHA SUBUNIT {MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA7 4 725_ (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 

231690 

LIB3197-034-Q1-M1-G3 
BLASTX 



33338 



NCBI GI 


g2661840 


BLAST score 


1 /I T 

14 / 


E value 


z. ue-u y ' 


Match length 


51 


% identity 




NCBI Description 


(Ylo4oU) adenosine Kinase [Pnyscortiitreiia patens J 


beq. NO. 


Z J 1 D ^ 1 


Seq. ID 


lilbOiy / — U J4 -yx-Ni-bo 


Method 




NCBI GI 


g4006924. 


BLAST score 


482 


E value 


1 , ue— 4 o 


Match length 


lUo 


% identity 


1 Q 

/ y 


Nubi uescripuion 


\Ziyy/uo; oeua— gaiacuosiaase iiKe prorein L^^^oiuopsis 




thaliana J 


beq. JNo. 


z J 1 D yz 


Seq. ID 


lilnol y / — U J4 -yi-lXll-b / 


Method 


BLASTX 


NCBI GI 


g3219766 


BLAbT score 




E value 


z . Oe- /o 


Match length 


150 


% identity 


y / 


NCBI' Description 


ACTIN oZ >gi l4yoJ/U (UdU4o3) actin [Solanum tuoerosumj 


beq. NO. 


zjl o y J 


Seq. ID 


LIBoly /-Uo4-Ql-Ml-Go 


Method 


BLASTX 


NCBI GI 


g3913366 


BLAST score 


202 


E value 


o . ue— 1 D 


Match length 


izu 


% identity. ' 


3b 


NCBI Description 


rUiAilVhj KhLbriUK FKOibiN KlNAbh LK1NKLY4 rKhjLUKbUK 




>gi 159/ /zo (Ud742z) CRInKLY4 precursor L2ea maysj 


Seq. No. 


zoiDy4 


beq. lu 


lilnoiy / -Uo4 -yi-Mi-by 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


00/ 


E value 


1 . Oe-od 


Match length 


IOC 

135 


% Identity 


/ / 


NCBI Description 


(AF043284 ) ' expan'sin [Gossypium hirsutum] 


beq. NO. 


Zoi byo 


oeq . 1 u 


JbXDjl^ / UOfl v^l rJl nlU 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


52^1 


E value 


4.0e-53 


Match length 


129 


% identity 


79. 



33339 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GT 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L15 >gi_224 5027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

231696 ' 

LIB3197-034-Q1-M1-H2 

BLASTX 

g3860247 

539 

3.0e-55 

112 

87 

(AC005824) unknown protein [Arabidopsis thaliana] 
231697 

LIB3197-034-Q1-M1-H4 

BLASTX 

g2760326 

250 

3.0e-21 

81 

56 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
231698 

LIB3197-035-Q1-M1-A11 

BLASTX 

g2118231 

582 

2.0e-60 

130 

85 

H+-transporting ATPase (EC 3.6.1.35) AHAIO - Arabidopsis 
thaliana >gi_765354_bbs_157347 (S74033) plasma membrane 
H(+) -ATPase isoform AHA10=P-type ATPase [Arabidopsis 
thaliana, cv. Columbia,. Peptide, 946 aa] [Arabidopsis 
thaliana] 

231699 

LIB3197-035-Q1-M1-A12 

BLASTX 

g4559322 

303 

9.0e-28 

107 

62 

(AC007087) unknown protein [Arabidopsis thaliana] 
231700 

LIB3197-035-Q1-M1-A3 

BLASTX 

g2642450 

328 . . 

l.Oe-30 

102 

63 

{AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 



33340 



metal r-ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq: No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% , identity 



231701 

LIB3197-035-Q1-M1-A5 

BLASTX 

g2129753 

381 

l.Oe-36 

95 

67 

threonine synthase 
thaliana ( fragment 



EC 4,2.99.2) precursor - Arabidopsis 
>gi_1448917 (L41666) threonine synthase 



[Arabidopsis thaliana] 
231702 

LIB3197-035-Q1-M1-A6 

BLASTX 

gl076282 

542 

6.0e-59 

130 

87 

aconitate hydratase (EC 4.2.1.3) - Arabidopsis thaliana 
(fragment) >gi_599625_emb_CAA5804 6_ (X82839) aconitase 
[Arabidopsis thaliana] "~ 

231703 

LIB3197-035-Q1-M1-B1 

BLASTX 

g3450889 

350 

4.0e-33 

102 

73 

(AF083890) 19S , proteosome subunit 9 [Arabidopsis thaliana] 
231704 

LIB3197-035-Q1-M1-B10 

BLASTX 

g3834310 

473 

l.Oe-47 

91 

99 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

231705 

LIB3197-035-Q1-M1-B11 

BLASTX 

g3608171 

303 

8.0e-28 

81 

75 



33341 



NCBI Description 



(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 



Seq. No-. 


231706 


Seq. ID 


LiXnoiy / — u jo— yi— Ml— ol^ 


Metnoa 


BJjAb i A 


NCBI GI 


g4 ^ JOD 


BLAST score 




E value 




Match length 
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E value 
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Match length 
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Seq. No. 


231708 
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NCBI GI 
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BLiAoi score 
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NCBI Description 


(Abuu^DoU) cyciopniiin LA^raDiaopsis tnaiianaj 


Seq. .No. 


231709 


Seq. ID 


LIB3197-035-Q1-M1-B4 


Metnoa 


D T 7\ 0 T" V 


NCBI bl 
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BLAST score. 
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E value 
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Match length 
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% Identity 
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NbDi Description 


DUb r\l o\J bvJLYlH.lt irrxvj i liil LN liZ4 -^gi llOflOO^ eiUD k^/if\DjpDU 






Seq. No. 


231710 


beq. ID 


li 1 D J 1 y / ~ U 0 D y 1 IXl 1 D D 


Method 


DT A C T*V 
OliAbiA 


NCBI GI 


>— T TOT/I 

glDl7274 


BLAST score 


668 


E value 


2.0e-70 


Match length 


145 


% identity 


83 


NCBI Description 


(Z72152) AMP-binding protein [Brassica napus] 


Seq. No. 


231711 


Seq. ID 


LIB3197-035-Q1-M1-B8 


Method 


BLASTX 



33342 



NCBI GI 


g4490737 
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cpa No 


231712 




Seq. ID 


LIB3197-035-O1-M1-B9 




Method 


BLASTX 




NCBI GI 


gl350944 
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0 w 






96 






4ns RTROSOMAT. PROTF.TN ST 7 
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Sea. No. 


231713 




^pa ID 


LIB3197-035-O1-M1-C10 




Method 


BLASTX 




NCBI GI 


g4469025 




BLAST <?rorp 
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Sea No 


231715 
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0 • X u 
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Method 


BLASTX 




NCBI GI 


g2341034 




DXirt.0 X oOUXC 
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3.0e-56 




fid L Oil XoXiyUll 


111 
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LNODX Uc?oOX XpUXUll 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Sprr Nn 

>J • LN ^ • 


231716 




^Arr TD 

0 CL^ • X 


LIB3197-035-Q1-M1-C2 




Method 


BLASTX 




NCBI GI 


g2088651 




BLAST score 


217 




E value 


l.Oe-17 




Match length 


87 




% identity 


44 




NCBI Description 


(AF002109) hypersensitivity-related gene 


201 : 




[Arabidopsis thaliana] 





33343 



m 



Gary M*^ 
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^ O J. f A. i 


Seq. ID 


LIB3197-035-Q1-M1-C4 


Method 


BLASTX 




-^O op p Cp Q 

gz o 0 0 oo ^ 


bLiAbi score 




E value 


/ , ue z 41 


Match length 


r?z 


% identity 


DO 


nudI uescnpLion 


^riruxDDjj^ onj. proneio 


O C ^ • IN u . 


231718 


Seq. ID 


LIB3197-035-Q1-M1-C8 


Method 


BLASTX 
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dLiAo i score 


^ Q 
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E value 
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% identity 
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NUbi uescription 


\ u / J / 4i / J annexin [\aOSS] 


beq. INO. 


J 1 / i 1? 




T.TR^i Q7-n'^^-m -Ml -ni 


Method 


BLASTX 


NCBI GI 


g4206210 


BLAST score 


256 


E value 


8.0e-40 


Match length 


136 


% identity 


69 


NCBI Description 


(AF071527) putative ca! 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

231720 

LIB3197-035-Q1-M1-D11 

BLASTX 

g4544399 

478 

4.0e-48 
14 0 
63 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ^'identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



231721 

LIB3197-035-Q1-M1-D2 

BLASTX 

g2815246 

144 

2.0e-14 

55 

69 

(X95709) class -I type 2 metallothionein [Cicer arietinum] 
231722 

LIB3197-035-Q1-M1-D3 
BLASTX 



33344 



NCBI GI 
BLAST score * 
E value 
. Match length 
% identity 
NCBI Description 



gll74470 
254 

6.0e-22 

72 

61 

OLIGOSACCHARYL TRANSFEE^SE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Sea No . 


231723 


Seq. ID 


LIB3197-035-Q1-M1-D4 


Method 


BLASTX 


NCBI GI 


g4454051 


BLAST score 


353 


E value 


2 . Oe-33 


Matph lenoth 


74 


% 1 fipnt 1 1 v 

O -1- 1 w JL ^ Y 


88 


NPRT Dpsprintion 
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nutative nolvaalapturon/isp 




tha 1 "i ana 1 


Sea. No.' 


231724 


Seq. ID 


LIB3197-035-Q1-M1-D5 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


659 


E value 


2.0e-69 


Match length 


141 


% identity 


94 


NCBI Description 


(U42608) clathrin heavy chain [Glycine 


Seq. No. 


231725 


Seq.. ID 


LIB3197-035-Q1-M1-D6 


Method 


BLASTX 


NCBI GI 


g2662341 


BLAST score 


752 


E value 


3.0e-80 


Match length 


145 


% identity 


97 


NCBI Description 


(D63580) EF-1 alpha [Oryza sativa] 



>gi_266234 5_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 231726 

Seq. ID ^LIB3197-035-Ql-Ml-D8 

Method BLASTX 

NCBI GI g3914394 

BLAST score 360 

E value 2.0e-34 

Match length 80 

% identity 82 

NCBI Description 2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 

(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) . 

>gi_2118335_pir S60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 {U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 



33345 



o6C} . LNO • 


^ O X / ^ / 


Seq. ID 


LIB3197-035-Q1-M1-E1 


Method 


BLASTX 
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bLAbi score 
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Match length 
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Seq. ID 


LIB3197-035-Q1-M1-E1 


Method 


BLASTX 


NCBI GI 


g3757514 


BLAST score 


583 


E value 


2.0e-60 


Match length 


128 


% identity 


88 


NCBI Description 


(AC005167) putative ; 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



231729 

LIB3197-035-Q1-M1-E6 

BLASTX 

g2570047 

174 

2.0e-12 

118 

28 

(Y09234) MSTK2S kinase-like protein [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231730 

LIB3197-035-Q1-M1-E9 

BLASTX 

g547753 

196 

4.0e-15 

67 ' 
61 

KERATIN, TYPE II CYTOSKELETAL 4 (CYTOKERATIN 4) (K4) (CK4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231731 

LIB3197-035-Q1-M1-F2 

BLASTX 

gl710551 

281 

5.0e-25 

51 

100 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_en:ib_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



231732 

LIB3197-035-Q1-M1-F7 

BLASTX 

g2444178 



33346 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBl"^ Description 



265 

2.0e-25 

82 

72 

(U94784)' unconventional myosin [Helianthus annuus] 
231733 

LIB3197-035-Q1-M1-F9 

BLASTX 

g2827753 * 

364 

l.Oe-44 

102 

93 

TUBULIN BETA CHAIN >gi_1490665 (U64029) beta-tubulin 1 
[Daucus carota] 

231734 

LIB3197-035-Q1-M1-G2 

BLASTX ■ 

gl20669 

458 

7.0e-46 

92 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_enib_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

231735 

LIB3197-035-Q1-M1-G3 

BLASTX 

gl20669 

225 

l.Oe-18 

77'*'- ' 
57 . • 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

231736 

LIB3197-035-Q1-M1-G8 

BLASTX 

gl35406 

507 

l.Oe-51 

99 

96 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir_A327 12 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



33347 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231737 

LIB3197-035-Q1-M1-H1 

BLASTX 

gll72872 

261 

7.0e-23 

102 

59 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35 618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match leng'th ^, 

% identity 

NCBI Description 



231738 

LIB3197-035-Q1-M1-H2 

BLASTX 

g70644 

410 

4.0e-40 

82 

18 

ubiquitin precursor - common sunflower (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231739 

LIB3197-035-Q1-M1-H3 

BLASTX 

g250Q341 

166 

2.0e-ll 

38 

76 

SOS RIBOSOMAL PROTEIN L36- >gi_1652406_dbj_BAA17328_ 
(D90905) 503 ribosomal protein L36 [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231740 

LIB3197 

BLASTX 

g267069 

416 

4.0e-41 

76 

100 

TUBULIN 
tubulin 
(M84696 
(M84697 



■035-Q1-M1-H7 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



231741 

LIB3197-035-Q1-M1-H9 

BLASTX 

g2529677 

225 

l.Oe-18 
49 



33348 



% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 



231742 ' 

LIB3197-037-Q1-M1-A10 

BLASTX 

g3122326 

230 

l.Oe-19 

56 

77 

LEC14B PROTEIN >gi__1181604__dbj_BAA117 68_ 
protein [Lithospermum erythrorhizon] 



(D83074) LEC14B 



231743 

LIB3197-037-Q1-M1-A3 

BLASTX 

g3420239 

309 

l.Oe-28 

61 

95 

(AF059484) actin [Gossypium hirsutum] 
231744 

LIB3197-037-Q1-M1-A4 

BLASTX 

g2088651 

164 

l.Oe-11 

80 

40 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

231745 

LIB3197-037-Q1-M1-A9 

BLASTX 

g4006848 

184 

l.Oe-23 

77 

74 

{AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 

231746 . 

LIB3197-037-Q1-M1-B12 

BLASTX 

g2435522 

267 

2.0e-23 

105 

59 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 



33349 



tj ^ ViJ • 1.1 \./ • 
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Seq. ID 


LIB3197-037-Q1-M1-B4 


Method 


BLASTX 


NCBI GI 
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2.0e-ll 
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41 
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Sea. No. 


231748 


Seq. ID 


LIB3197-037-Q1-M1-B7 


Method 


BLASTX 


NCBI GI 


g4512651 


BLAST score 


198 


F. 1 ue 


2 . Oe-15 


M^^tph 1 pnrfhh 


95 


% 1 rfent" i t V 


39 


NCBI Descrintion 


fAC007048) DutativG 




•i-Ka 1 1 ana 1 

L. 1 1 Cl X X Clll CL J 


Seq. No. 


231749 


Seq.. ID 


LIB3197-037-Q1-M1-B9 


Method 


BLASTX 


NCBI GI 


g4539010 


BLAST score 


228 


E value 


7.0e-19 


Match length 


134 


% identity 


18 


NCBI Description 


(AL049481) putative 1 



putative tyrosine transaminase [Arabidopsis 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231750 

LIB3197-037-Q1-M1-C4 

BLASTX 

g730583 

247 

4.0e-21 

113 

50 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq, ID 



231751 

LIB3197-037-Q1-M1-C5 

BLASTX 

g3128176 

123 

3,0e-10 

103 

39 

(AC004521) unknown protein [Arabidopsis thaliana] 
231752 

LIB3197-037-Q1-M1-C7 



33350 



Method 


BLASTX 


NCBI GI 


g354 9669 
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Method ■ 


BLASTX 


NCBI GI 
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383 








XXX 




71 

/ X 




unknown nTri1~pi n f Ay^hi Ho"n<5 i s hhalirinal 


ik^ C7 t IN \ J » 
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Seq. ID 
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BLAST score 
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Method 
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E value 
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Method 


BLASTX 


NCBI GI 


gl335862 


RT ZiQT aoor*o 


1 7 R 

X / J 


ej vaxue 


u . U c X O 


ixtatcn xengtn 


7 3 


^ xaenuxuy 


4 Q 

4 ^ 


NCBI Description 


^u^ZDUoj cxaunxxn neavy cndxn Loxyoxric tiiaxj 


Seq. No. 


231757 


Seq. .ID 


LIB3197-037-Q1-M1-E7 


Method 


BLASTX 


NCBI GI 


g2129471 


BLAST score 


251 



33351 



E value 
Match l*ength 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 . 

12 

64 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi__1100223 "(L32560) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

231758 

LIB3197-037-Q1-M1-E8 

BLASTX 

g3128176 

146 

2.0e-09 

113 

31 

(AC004521) unknown protein [Arabidopsis thaliana] 
231759 

LIB3197-037-Q1-M1-E9 

BLASTX 

gl20470 

189 

l.Oe-14 

51 

71 

P55-C-FOS PROTO-ONCOGENE PROTEIN (G0S7 PROTEIN) 

>gi_688 69_pir TVHUFl transforming protein fos - human 

>gij.29904_emb_CAA24 756_ (V01512) c-fos [Homo sapiens] 
>gi_182735 (K00650) c-fos protein [Homo sapiens] 
>gi_4063509_gb_AAC98315. 1_ (AF111167) cfos [Homo sapiens] 



Seq. No. 


231760 


Seq. ID 


LIB3197-037 


Method 


BLASTX 


NCBI GI 


g4512711 


BLAST score 


383 


E value 


5.0e-37 


Match length 


138 


% identity 


57 


NCBI Description 


{AC006569) 


Seq. No. 


231761 


Seq. ID 


LIB3197-037 


Method 


BLASTX 


NCBI GI 


g3046731 


BLAST score 


227 


E value 


l.Oe-34 


Match length 


86 


% identity 


93 


NCBI Description 


(AJ005373) : 


Seq. No. 


23^762 


Seq. ID 


LIB3197-037 


Method ^ 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


368 


E value 


2.0e-35 



-Ql-Ml-Fl 



unknown protein [Arabidopsis thaliana] 



33352 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 4--. 
74 

(AF040102) pl05 [Arabidopsis thaliana] 
231763 

LIB3197-037-Q1-M1-F9 

BLASTX 

g4567273 

238 

3.0e-23 

69 

81 

{AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

231764 

LIB3197-037-Q1-M1-G3 

BLASTX 

g2811278 

409 

4.0e-40 

115 

69 

(AF043284) expansin [Gossypium hirsutum] 
231765 

LIB3197-037-Q1-M1-G8 
BLASTX 
..g4 62013 
316 

3.0e-29 

108 

61 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. . 


231766 


Seq. ID 


LIB3197-037-Q1-M1-H2 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana 


Seq. No. 


231767 


Seq. ID 


LIB3197-038-Q1-M1-H11 


Method 


BLASTX 


NCBI GI 


g730241 


BLAST score 


316 


E value 


4.0e-29 


Match length 


123 


% identity 


50 


NCBI Description 


DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE— PROTEIN 



33353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value <r 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYCOSYLTRANSFERASE 48 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 
TRANSFERASE 48 KD SUBUNIT) (DDOST 48 KD SUBUNIT) (KIAA0115) 
(HA0643) >gi_473947_dbj_BAA06126_ (D29643) similar to Canis 
oligosaccharyltransf erase 48 kDa subunit {M98392) . [Homo 
sapiens] 

231768 

LIB3197-038-Q1-M1-H12 

BLASTX 

g2829902 

505 

2.0e-51 

110 

88 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

231769 

LIB3197-038-Q1-M1-H6 

BLASTX 

g401322 

230 

4.0e-19 

58 
79 

VACUOLAR ATP SYNT4iASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

231770 

LIB3197-039-Q1-M1-A1 

BLASTX 

g464734 

608 

2.0e-63 

126 

94 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_481237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

231771 

LIB3197-039-Q1-M1-A12 

BLASTX 

gll9350 

611 

l,0e-63 

136 

88 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

■phosphopyruvate hydratase (EC 4. 2. .1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 



33354 



Seq. No,. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231772 

LIB3197-039-Q1-M1-A8 

BLASTX 

g4217999 

391 

4.0e-38 

95 

80 

{AC006135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231773 

LIB3197-039-Q1-M1-B1 

BLASTX 

g3608137 

192 

l.Oe-14 

100 

44 

(AC005314) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231774 

LIB3197-039-Q1-M1-B11 

BLASTX 

gl737492 

393 

4.0e-38 

111 

19 

{U81318) poly (A) -binding protein [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231775 

LIB3197-039-Q1-M1-B2 

BLASTX 

gll4682 

345 

2.0e-32 

113 

65 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir ^A35227 H+-transporting ATP synthase {EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi__168270 (J05397) F-l-ATPase delta subunit 
precursor {EC 3.6.1.3) [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231776 

LIB3197-039-Q1-M1-B3 

BLASTX 

g3319682 

545 

6.0e-56 

114 

85 

{Y17720) SPINDLY protein [Petunia x hybrida] 



Seq. No. 



231777 



33355 



Seq.. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-039-Q1-M1-B5 

BLASTX 

g3360289 

180 

3.0e-13 

50 

62 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231778 

LIB3197 

BLASTX 

g267069 

649 

3.0e-68 

120 

99 

TUBULIN 
tubulin 
(M84696 
(M84697 



•039-Ql-Ml-Cl 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



231779 

LIB3197-039-Q1-M1-C12 

BLASTX 

g4490308 

232 

3.0e-19 

56 

86 

(AL035678) putative protein [Arabidopsis thaliana] 
231780 

LIB3197-039-Q1-M1-C3 

BLASTX 

g2827537 

437 

2.0e-43 

120 

69 

{AL021633) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method ■ '. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231781 

LIB3197-039-Q1-M1-C6 

BLASTX 

g2499710 

535 

9.0e-55 

125 

77 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING P.HOSPHOLIPASE D), 
>gi_1438075 '(L33686) phospholipase D [Ricinus communis] 



Seq. No. 



231782 



33356 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-039-Q1-M1-C7 

BLASTX 

g267069 

668 

2.0e-70 

124 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

231783 

LIB3197-039-Q1-M1-C8 

BLASTX 

g2507281 

666 

3.0e-70 

119 

100 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_einb_CAA6604 8 
(X97380) atran2 [Arabidopsis thaliana] 

231784 

LIB3197-039-Q1-M1-C9 

BLASTX 

gl20669 

556 

2.0e-57 . ' 

107 

95 

GLYCERALDEHYDE 3- PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi__19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnoli'a liliiflora] 

231785 

LIB3197-039-Q1-M1-D10 

BLASTX 

g3776578 

300 

3.0e-27 

118 

46 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231786 

LIB3197-039-Q1-M1-D11 

BLASTX 

g2130442 

315 

5.0e-29 

142 

47 

hypothetical protein SPAC8A4.01c 



fission yeast 



33357 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Schizosaccharomyces pombe) (fragment) 
>gi_1052534_einb_CAA91511_ (Z66569). unknown 
[Schizosaccharomyces pombe] 

231787 

LIB3197-039-Q1-M1-D12 

BLASTX 

g2281649 

165 

2.0e-ll 

82 

51 

(AF003105) AP2 domain containing protein RAP2 . 12 
[Arabidopsis thaliana] 

231788 

LIB3197-039-Q1-M1-D4 

BLASTX 

g2809232 

399 

7.0e-39 
121 . 
67 

(AC002560) . F21B7.1 [Arabidopsis thaliana] 
231789 

LIB3197-039-Q1-M1-D5 

BLASTX 

g2065019 

333 

4.0e-31 

121 

27 

(Y09823) hypothetical .protein [Arabidopsis thaliana] 



231790 

LIB3197-039-Q1-M1-D6 

BLASTX 

g231496 

633 

3.0e-66 

143 

87 

ACTIN 58 >gi_100421_pir 
>gi 21536 emb CAA39278 



_S20094 actin - potato 
(X55749) actin [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



231791 

LIB3197-039-Q1-M1-D7 

BLASTX 

g4220474 

496 

2.0e-50 

110 

91 

(AC006069) 
thaliana] 



putative myosin heavy chain [Arabidopsis 



33358 



Qprr No 


2317 92 <*-^ . 


• XL/ 


xtxo^x^/ yj ^ ^ Lix uo 


Method 


BLASTX 


NCBI GI - 


g2281092 -r 




216 . 


17" Tr 3 1 1 1 o 


^ • X / 






^ X 1 1. J. 


70 




^Zir^nn^'^^^^ H \mo't" ho^'ir^al n7"o^Pin TAT^aloTiHooQiQ ■HhaTianal 
^ J ^ / iiy ciic X Lrfd X ^xv^LCXii [,/^x dLjxt^w^ox o L.iidxxciild J 


'^pn Nn 


231793 




Xj X O >J X ^ 1 \J <^ ^ LJX CjX\J 




oxjri.o X /\ 




all 7 32 18 


BLAST score 


622 


E value 


6. Oe-65 


L id U ^11 J.C71i^L.li 


124 




97 




*i \J O r\X JKjL'XtXXj I. £\\J IHjXLN OXJrl ^yx *l*lUO^*4 \XiZ,/*±D±y X XiJvJoUiUdX 




n'ro't'<^i n SIS f Arphi Hone; -i <? t*hfl1HAn;^l >rT-i PlSOI'^n ^AFOOIdl?^ 
^xwL.CJ.xi ihj X <j [_nx dL/xukj^o X o L-iidxx.diid j -^yx ^x^uxou yr\r vjvj x *i x^ y 




r^\7i" on 1 ^ QTTi "i r' t* n V^o q otti^^ 1 OT*o1~(a"ln CIRi^ TAt'sHt Hoto^ tq "hHalTan^^l 
i^^y L. ^uf^ J. d oiiix o X xjw'wowiiidx ^XKjocxii oxud [^r^x duxu^j^o J- o uiidXJ-diidj 


Qprr No 


231794 


OCLj^ • X 


T.TR?1 Q7-n'^Q-ni -Ml -F/l 

XjXO^X-7/ \J -J ^ irlX 




RT.ASTy 


IN ^ O X O J. 




OXjr^O 1 OL<^xt? 


1 fiQ 


Cj V a J. LLC 




1~ r^H lonrfhh 

LJCIL.^11 -LdluLili 


121 


% identity 


35 


NCBI Description 


HYPOTHETICAL 47.6 KD PROTEIN F49C12.8 IN CHROMOSOME IV 




>rr-i '^R77'^fifi ^^mh PAAQ9S1? I7f^9{771\ nnMA FST FMRT,*7l4fi97 




o om o Q "Ft* otti "hHic rrono* o OM A FQT FMRT.*f^T'^^'7n o om o a "Ft* otti h t ^ 
i. X Vm'IIL LiiXO ycliC/ t^L/LMr^ X Z^VxaXx » \^ X O O 1 \) OL^IUCO X X (JiU L.II-L0 




rTon<=i • oHNA FST FMRT.»P119ftn ooTnoQ ■F-rom •hlnici rronta • oHMA 

yCiiCf ^L^LNr^ XjO 1 CjL iOJ-l • W X X ^ 0 U L-UILLCSO J. X V./iLL L.il-LO ycllCf Oi^LNr\ CjOX 




\7"k-'^ f^Hft oomfsc; ■Ftotti t-hic; rrono • oHKIA PST wV'^'^fiHfl R r-omoQ 




"FT*om "f" Vi T Q oono • oPlKIA FQ 

i- X UilL L.IIX0 yCiiC/ L'L^'LNi^ XjO 




231795 




T.TR'^I Q7-n3Q-ni -Ml -FS 

XiXO^X^/ WwJ^ V-l- LiX lliJ 


Method 


BLASTX 


NCBI GI 


g2642443 


OXJ^O 1 OO^XC 




Tra 1 1 1 o 




L*iciL.Oll J-tsiiy oil 


1 sn 

X J u 


^ XLiCilLxUy 




IN ^ ID X LyC7 O L>X X^ I. XtJIl 


V uz, 0 ^ X / ^LiLduXVc; i_*y LUUiix vjiiic xr*±ju Lr\x djuxuvj^oxo L.iidxxdiidj 


Sea No 


231796 


Con in 


T.TR*^! Q7-n3Q-ni -Ml -Ffi 

XiXO^X-?/ St-I- LiX X_jD 


Method 


BLASTX 


IN ^ U X OX 




BLAST score 


316 


E value 




Match* length 


109 


% identity 


72 


NCBI Description 


(AL022223) putative protein [Arabidopsis thaliana] 


^> 


33359 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



231797 

LIB3197-039-Q1-M1-F10 

BLASTX 

g232024 

350 

4.0e-33 

120 

61 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 {M92051) 5* start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutism] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231798 

LIB3197-039-Q1-M1-F11 

BLASTX 

g4406780 

361 

2.0e-41 

118 

73 

{AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231799 

LIB3197-039-Q1-M1-F12 

BLASTX 

g4490332 

268 

2.0e-23 

99 

56 

(AL035656) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231800 

LIB3197-039-Q1-M1-F4 

BLASTX 

g3738257 

464 

l.Oe-46 

97 

94 

(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231801 

LIB3197-039-Q1-M1-F6 

BLASTX 

g495866 

588 

4.0e-61 

107 

2 

{L23982) 



collagen type VII [Homo sapiens] 



Seq. No. 



231802 



33360 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-039-Q1-M1-G10 
BLASTX - ' 

g2633727 
170 

5.0e-12 

93 

44 

(Z99111) ykrT [Bacillus subtilis] 
231803 

LIB3197-039-Q1-M1-G11 

BLASTX 

g3914996 

258 

2.0e-22 

95 

60 

PHOSPHOSE'RINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640_ {D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ (AB01040B) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033_ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 

231804 

LIB3197-039-Q1-M1-G5 . 

BLASTX 

g3249084 

466 

l.Oe-46 

127 

24 

(AC004473) Similar to red-1 {related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

231805 ' 

LIB3197-039-Q1-.M1-G6 

BLASTX 

g4454014 

278 

l.Oe-24 

141 

45 

(AL035396) putative protein [Arabidopsis thaliana] 
231806 

LIB3197-039-Q1-M1-H10 

BLASTX 

g2829902 

538 

3.0e-55 

116 

89 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 



33361 







^ 0 X 0 U f 




Seq. ID 


T 0*7 — n Q— m — Ml — m o 
xiXDoiy/ ujy yx~iyi±~nxz 




Method 


0 J_i/\0 1 A 




NCBI GI 


gl706377 




BLAST score 


495 




Hj V d -L lie 








117 

XX/ 




ts xaenuiuy 


/ 0 
















Lixiiy Lxx ^x xd V uii^x X c^ULtL' u do ^ vxl.xo vxiix^c^xdj 




Seq. No. 


231808 ' ■ 




''Seq. ID 


LIB3197-039-Q1-M1-H5 




Method 


BLASTX 




NCRT Gl 

LX \^ LJ X v.? X 


a4098129 






<J o ^ 




rj V d X Lxc 


9 no-fin 






199 


: : z 


^ xaencxuy 


o o 




iN^Di ues cjl xp uxon 


\\j 1 ODOo } su(— xooc oyriuiidoc L^^^^yp-*-*-*-^^'- lixxouuLuiij 




0 6 q . IN U . 


^ O X O U -? 




Seq. ID 


LIB3197-039-Q1-M1-H9 


H 


Method 


BLASTX 




MpOT nj 
LNV^DX oX 


o 4 u u J u 




r5ijM,o 1 scoxe 


99 fi 
z ^ o 




XT' TT ^ T 1 1 Q 


q n*a-1 Q 




Ms +~/^V^ T /-\ T-s /•■«■ 4- Vt 

riaucn xenyun 


D D 




^ xuenuxcy 


7 1 
/ X 




vi\^D± JJco Cx Xpt-XUXl 


^T4RQftQ\ "1- yr^'nnin in T FMn <3 "mnQmilnQl 
^xi40-/o;7; tXvjpuiixii i [fjuo iuuot^u.xu.o j 


""3 


0 € q . IN 0 . 


9*^1 R 1 n 

Z O X O X u 




Seq. ID 


LIB3197-040-Q1-M1-A10 




Method 


BLASTX 


LJ 


VhK^DL VjX 


rrl Q1 1 1 fifi 
yxz7Xxxov 




DXirVO J. oUUXfeS 


fin7 




E vslue 






LYid L-V^il XdiyL,ll 


14 9 

X *i Z 




ft 1 /Hciirl""! "H \/ 
^ xaenL.XL.y 


74 




iN^wDi uescxxpuxon 


^A-74fiuu/ soxuDxe stdxcn oyntiidse Looxanuiu i,u.iJcxvjou.iiij 




0 C * 1 v • 


231811 




Seq. ID 


LIB3197-04 0-Q1-M1-A11 




Method 


BLASTX 




IN.^O± v3X 


rT'^9Q9R "^n 




"RT Z\QT dnrkyta 


97 fl 




Hj VaXUc 


1 Oo— 94 




M;51~ ph Ipncrth 


139 




% identity 


50 




NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 




. Seq. No. 


231812 




Seq. ID 


LIB3197-040-Q1-M1-A12 




Method 


BLASTX 




NCBI GI 


g2129499 



33362 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 . 

4.0e-13 

72 

57 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6. [Gossypium hirsutum] 

231813 

LIB3197-040-Q1-M1-A2'" 

BLASTX 

gl800147 

362 

l.Oe-34 
106 

69 ' - 

(U83655) membrane associated protein [Arabidopsis thaliana] 

231814 

LIB3197-040-Q1-M1-A3 

BLASTX 

gl724102 

471 

2.0e-47 

94 

96 

(U79766) S-adenosyl-L-homocystein hydrolase; SAE 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231815 " 

LIB3197-04 0-Q1-M1-A6 

BLASTX 

g3786001 

302 

2.0e-27 . 

74 

74 

{AC005499) unknown protein [Arabidopsis thaliana] 



231816 

LIB3197 

BLASTX 

g267069 

441 

5.0e-44 

81 

100 

TUBULIN 
tubulin 
(M84696 
(M84697 



■040-Q1-M1-A8 



ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



231817 

LIB3197-04 0-Q1-M1-B10 

BLASTX 

g4204695 

405 

l.Oe-39 



33363 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



143 
60 

{AF117062) putative inositol 
AtSPl [Arabidopsis thaliana] 



polyphosphate 5-phosphatase 



231818 

LIB3197-040-Q1-M1-B3 

BLASTX 

g2811278 

491 

l.Oe-49 

124 

75 

(AF043284) expansin [Gossypium hirsutum] 
231819 

LIB3197-040-Q1-M1-B4 

BLASTX 

g4567260 

520 

4.0e-53 

131 

73 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

231820 -' 

LIB3197-040-Q1-M1-B5 

BLASTX 

g4204695 

423 ■ 

l.Oe-41 

152 

59 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

231821 

LIB3197-040-Q1-M1-B6 

BLASTX 

g2642448 

602 

l.Oe-62 

142 

36 

{AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

231822 

LIB3197-040-Q1-M1-B7 

BLASTX 

g2147165 

487 

3.0e-49 

96 

55 



33364 



NCBI Description calmodulin - Bidens pi.losa >gi_939860_einb_CAA61980 

(X89890) Calmodulin^ [Bidens pilosa] 



Seq. No. 


231823* 


Seq.. ID 


LIB3197-040-Q1-M1-B8 




BLAST X 


IN O J. O -L 


a2687726 




142 




7 . Oe-09 


MAt'nh lencrth 


'85 




39 


NCBI Description 


(AJ00324 6) 2 * -hydroxydihydrodaidzein reductase [Glyc 




max ] 


Seq. No. 


231824 


Sea ID 


LIB31 97-04 0-Q1-M1-B9 


Mpt h rifi 


BLASTX 


NCBI GT 


a3212869 


BLAST score 


481 


R V3 1 IIP 


1 . Oe-48 


M^5i"r^h 1 pnrTt*h 


106 


% identity 


84 


NCBI Descr iot ion 


{ Ar'0n4 on S 1 vin known orotpin fArahi dnncji q "hh^^liAn^^l 


Seq. No. 


231825 ^ 


Seq. ID 


LIB3197-040-Q1-M1-C10 


Mpt*hod 


BLASTX 


NPRT GT 


03360289 

\^ ■J -J \j yj \j ^ 


oxtr^kj 1 o^k^xc 


£. O .J 


P. v^i 1 n p 

111 V a X Lie 


2 Op-25 


ijai,v_fii xdi^uii 


103 


^ XV_<Ldi U X L. 


27 


NPRT Dp c;pr i ni" "i on 


f AP0231 64 ^ 1 PiiPi np — Ti ph tpdp;^1" i" T^^n csmpmhT^^ np ■nTn+'pi n 




X |_ u ^ a iiiu y o J 


Sea. No. 


231826 


Seq. ID 


LIB3197-04 0-O1-M1-C12 


Mpt" hod 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


457 


Pi Vr3 1 IIP 


l.Oe-45 


Mfl"l~pH 1 pnn"l~Vi 


91 


% HHpn1~"i1~\7 




NCBI Dp "=?rr i nt 1 on 


GLVrRRALDEHYDE 3-PHOSPHATE nPHYDROGRNA^F rYTO^^^OT.Tf' 




">rr"i fi6nid ttIt" HPiTMf^ rtl \7r'PT~3l HpH \/Hp— — nhp>Q'nha+*& 




i y \JLi. u^cxicioc \i-jv^ x.««.x.x^y l ici ^iiwxxci xxxxxxx^xo. 




>ai 19566 emb CAA42905 (X603471 alvceraldehvde 




3-phosphate dehydrogenase [Magnolia liliiflora] 


Seq. No. 


231827 


Seq. ID 


LIB3197-040-Q1-M1-C2 


Method 


BLASTX 


NCBI GI 


g4417283 


BLAST score 


196 


E value 


3.0e-15 


Match length 


104 


% identity 


40 



33365 



NCBI Description 



(ACp07019) putative cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231828 

LIB3197-040-Q1-M1-C6 

BLASTX 

gl839188' 

264 

5.0e-23 

65 

77 

(U86081) root hair defective 
231829 

LIB3197-04 0-Q1-M1-C8 

BLASTX 

g4103324 

601 

l.Oe-62 

129 

91 

{AF022716) 
tuberosum] 



3 [Arabidopsis thaliana] 



GDP-mannose pyrophosphorylase [Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231830 

LIB3197-040-Q1-M1-C9 

BLASTX . • ■ 

g2706450 

287 

l.Oe-25 

85 

71 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

231831 

LIB3197-04 0-Q1-M1-D11 

BLASTX • :' • 

gl945611 

352 

2.0e-33 

134 

52 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l_pPSMD12_ proteasome (prosome, 
macropain) 2 6S subunit, non-ATPase, 

231832 

LIB3197-04 0-Q1-M1-D12 

BLASTX 

g4469023 

558 

2.0e-57 

124 

85 

{AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 



231833 



33366 





Seq. ID 


LIB3197-040-Q1-M1-D2 




Method 


BLASTX 




NCBI GI 


93068705 . 




BLAST score 


183 




E value 


2.0e-13 




Match lenoth 


116 




% identity 


39 




NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 




Seq. No. 


231834 




Seq. ID 


LIB31 97-04 0-Q1-M1-D3 




Method 


BLASTX 




NCBI GI 


g2190992 




BLAST score 


340 




E value 


4,0e-32 




Match length 


103 




% identity 


64 




NCBI Description 


(AF004358) glutathione S-transf erase TSI-1 [Aegilops 






tauschii ] 




Seq. No. 


231835 




Seq. ID 


LIB3197-04 0-Q1-M1-D5 




Method 


BLASTX. 




NCBI GI 


g2791834. 




BLAST score 


643 




E value 


2.0e-67 


: = 


Match length 


125 




% identity 


98 




NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot esculenta] 




Seq. No. 


231836 


ri 


Seq. ID 


LIB3197-040-Q1-M1-D7 


Ms 


Method 


BLASTX 




NCBI GI 


g4056503 




BLAST score 


151 


O 


E value 


5.0e-10 




Match' length 


36 




% identity 


81 




NCBI Description 


(AC005896) unknown protein [Arabidopsis thaliana] 




Seq. No. 


231837 




Seq. ID 


LIB31 97-04 0-Q1-M1-D9 




Method 


BLASTX 




NCBI GI 


g4538897 




BLAST score 


375 




E value 


4 . Oe-36 




Match length 


101 




% identity 


68 




NCBI Description 


(AL049482) AXllOP-like protein [Arabidopsis thaliana] 




Seq. No. 


231838 




Seq. ID 


LIB3197-04 0-Q1-M1-E1 




Method 


BLASTX 




NCBI GI 


g2677828 




BLAST score 


407 ' ■ ■ 




E value 


9.0e-40 




Match length 


119 



33367 



% identity 

NCBI Description 



66 

(U93166) cysteine protease [Prunus armeniaca] 



Seq, No. 


231839 


Seq. ID 


LIB3197-040-Q1-M1-E11 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


667 


E value 


3.0e-70 


Match length 


128 


% identity 


100 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. No. 


231840 


"Seq. ID 


LIB3197-04 0-Q1-M1-E12 


Method 


BLASTX 


NCBI GI 


g4314370. 


BLAST score 


34 4 


E value 


2.0e-39 


Match length 


122 


% identity 


62 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis thaliana] 


Seq* No. 


231841 


' Seq. ID 


LIB3197-04 0-Q1-M1-E2 


' Method 


BLASTX 


NCBI GI 


g2564112 


BLAST score 


278 


E value 


■l.Oe-24 


Match length 


140 


% identity 


39 , 


NCBI Description 


(AF000371) UDP glucose : flavonoid 3-o-glucosyltransf erase 




[Vitis vinif era] 


Seq. No. 


231842 


Seq. ID 


LIB31 97-04 0-Q1-M1-E3 


Method 


BLASTX 


NCBI GI 


g2832623 


BLAST score 


309 


E value 


3,0e-28 


Match length 


76 


% identity 


74 


NCBI Description 


(AL021711) protein kinase - like protein [Arabidopsis 




thaliana] 


Seq. No. 


231843 


Seq. ' ID 


LIB31 97-04 0-Q1-M1-E4 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


672 


E value 


7.0e-71 


Match length 


139 


% ' identity 


90 


NCBI Description 


(AL022604 ) putative protein [Arabidopsis thaliana]. 


Seq. No. 


231844 


Seq. ID 


LIB3197-040-Q1-M1-E5 



33368 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl220196 

682 

5.0e-72 

146 

87 

{U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutuiu] 
231845 

LIB3197-040-Q1-M1-E6 

BLASTX 

g2501578 

465 

l.Oe-46 

104 

93 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231846 

-LIB3197-040-Q1-M1-E7 
BLASTX 

g2832625 . - - 

560 

9.0e-58 

142 

74 

(AL021711) putative protein [Arabidopsis thaliana] 



231847 

LIB3197-040-Q1-M1-E8 

BLASTX 

g2832623 

156 

2.0e-10 

56 

59 

{AL021711) protein kinase 



- like protein [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231848 

LIB3197-040-Q1-M1-E9 

BLASTX 

g2501578 

487 • 
*4.0e-49 
109 
94 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 



231849 

LIB3197-040-Q1-M1-F1 



33369 



Method 

NCBI GI 

BLAST score • 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. I'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl304227 

30-7 

5.0e-28 

69 

75 

{D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_einb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

231850 

LIB3197-040-Q1-M1-F5 

BLASTX 

g417060 

551 

l.Oe-56 

108 

94 

GLUTAMINE SYNTHETASE NODULE ISOZYME ( GLUT AMATE— AMMONIA 
LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitif olia] >gi_1094 850_prf 2106409A Gin 

synthetase [Vigna aconitifolia] 

231851 

LIB3197-040-Q1-M1-F6 

BLASTX . . . 

g464734 

366 

3.0e-35 

79 

92 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_4 8 1237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinlcle 
>gi_407 412_emb_CAA81527_ (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

231852 

LIB3197-040-Q1-M1-F7 

BLASTX 

gl707857 

574 

2.0e-59 

134 

79 

(Y09291) obtusifoliol 14-alpha-demethylase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231853 

LIB3197-040-Q1-M1-F9 

BLASTX 

g2827529 

255 

6.0e-22, 

125 

45 

(AL021633) putative protein [Arabidopsis thaliana] 



33370 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231854 

LIB3197-04 0-Q1-M1-G10 

BLASTX 

g3334138 

151 

l.Oe-14 

82 

54 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231855 

LIB3197-040-Q1-M1-G11 

BLASTX 

g464849 

590 

2-0e-61 

,118 
99 

TUBULIN ALPHA CHAIN >gi__486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

231856 . 

LIB3197-040-Q1-M1-G12 

BLASTX 

g4539543 

638 

6.0e-67 

130 

97 

{AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231857 

LIB3197-040-Q1-M1-G3 

BLASTX 

g4063751 

284 

2.0e-25 

152 

39 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231858 

LIB3197-040-Q1-M1-G5 

BLASTX 

g3927825 

346 

l.Oe-32 

70 

91 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



33371 



Sea No . 


231859 ' 


Seq. ID 


LIB3197-040-Q1-M1-G8 


Method 


BLASTX 


NCBI GI 


gl345882 • 


BLAST score 


561 


Hi V CI _L Ul C 


8 Oe-58 


Match lenath 


134 


5t "i Heni" "i 1" v 


77 


NPRT De^^print ion 


CYTOCHROME' 35 


Seq. No. 


231860 


Seq. ID 


LIB31 97-04 0-Ql-Ml-Hl 


Method 


BLASTX 


NCBI GI 


-g322750 


BLAST score 


502 


E value 


l.Oe-62 


Match length 


128 


% identity 


89 


NCBI Description 


ubiquitin / ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

231861 

LIB3197-04 0-Q1-M1-H10 

BLASTX 

g2462746 

539 

2.0e-55 

119 

84 

(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

231862 

LIB3197-040-Q1-M1-H11 . 
BLASTX 
g2583125 
•627 
l.Oe-65 
134 
90 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

231863 

LIB3197-040-Q1-M1-H12 

BLASTX 

g2262170 

183 

l.Oe-13 

62 
58 

(AC00232 9) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq. No. 



231864 



33372 



Seq. ID 


'LIB3197-040-Q1-M1-H2 


Method 


BLASTX * - • 


NCBI GI 


g2811278 


BLAST score 


654 


l-J V Cl X Lie? 


9.0e-69 




132 




89 


MPRT Hfi Qor* 1 trh "i on 


fAFn4'^?fi4^ exDsnsin ff^ossvoinTn hirsutiiml 


Sea No. 


231865 


Seq. ID 


LIB31 97-04 0-Ql -Ml -H3 


L ie L> 1 1 W V>1 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


578 


E value 


7.0e-60 


Matrh lencrth 


117 




96 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi 965483 dbj BAA08259 (D4 




DcARFl r Daucus carotal 


Seq. No. 


231866 


Sea ID 


LIB3197-04 0-O1-M1-H6 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


221 


l-J V Cl ^ 


3.0e-18 




62 


S; 1 Hcan-f- i 1" v 


65 




fAT.D'^l'^^fi^ r>n1"a1"i v<=» nm+" p "i n ['Arah "i Hr>r>c; -ic ■hhalianal 

\ J_l W «J X ^ U / J^UL.CIU>Xve ^XWL,CX1J. ^ /^X CI Jk^ X X O L> 1 Id X X Cli id J 


Seq. No. 


231867 


^PCT TO 


LIB3197-04 0-O1-M1-H7 


Method 


BLASTX 


NCBI GI 


g2347198 


BLAST score 


368 


£4 V a. J. Lie 


3 Oe-35 


Ma'hr'h 1 pnryhh 


86 


Sr "i H^nl" "i "t* V/ 

0 -L ViJ.e 1 1 L> -L ^ jr 


80 




/APOO^'^'^fi ^ Vi\/oo't~hp"t~ ical OTO'hpin fATahi Hmncj ^ <^ "hhalianal 
\ r\\j \j \j ^ ij / 1 1 y i L. X ^ d X L/x^u>cxii [_/^x di_^x\^\^L/o xo Uiidxxdiidj 


0 e \^ • . 


231868 


Seq. ID 


LIB3197-040-O1-M1-H9 

XJ X ^ A. ^ f V T W X L .1-1. 11-/ 


Method 


BLASTX 


NCBI GI 


gl486472 


BLAST score 


344 




1. Oe-32 


M^i +" oVi 1 pnrr'hh 

L JCl L>^11 XCll^L-li 


78 






MPRT Df^ p r 1 oi~ 1 on 

Vw> X e 0 ix' X X ^ X w 1 1 


fyQQftS"^^ n vorri lit* a ra p malatp t rans 1 neat or fSolannin 




■hnHPTOQiiml 

I,. LlX/C? X ^ O LLill J 


Seq. No. 


231869 


Seq. ID 


LIB3197-041-Q1-M1-A1 


Method 


BLASTX 


NCBI GI 


g541847 


BLAST score 


379 


E value 


l.Oe-36 



33373 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



111 ' 
65 

alcohol dehydrogenase (EC 1.1.1.1) - Arabidppsis thaliana 



231870 

LIB3197-041-Q1-M1-A10 

BLASTX 

g4455209 

581 

3.0e-60 

145 

77 

(AL035440) putative Proline 
[Arabidopsis thaliana] 



synthetase associated protein 



231871 

LIB3197-041-Q1-M1-A12 

BLASTX 

gl32944 

542 

l.Oe-55 

137 

74 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ07J2 ribosomal 

protein 'L3 (ARP2) - Arabidopsis thaliana >gi_806279 
{M32655) ribosomal protein [Arabidopsis thaliana] 

231872 

LIB3197-041-Q1-M1-A3 

BLASTX 

g231587 

145 

4.0e-12 

70 

61 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase, (EC 

3.6.1.34) beta chain precursor, mitochondrial - rice 
>gi_218147_dbj_BAA01372_ (D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 

231873 

LIB3197-041-Q1-M1-A4 

BLASTX 

gl703108 

339 

5.0e-49 

95 

94 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_19„43863 (U27811) actin7 [Arabidopsis 
thaliana] 

231874 

LIB3197-041-Q1-M1-A5 



33374 



Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 
g4 2 63507 
211 

l.Oe-19 

97 

49 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
231875 

LIB3197-041-Q1-M1-A7 

BLASTX 

g2501490 

331 

7.0e-31 

124 

51 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 
3-0-GLUCOSYLTRANSFERASE) >gi_1620013_dbj_BAA12737_ (D85186) 
UDP-glucose : flavonoid-3-glucosyltransf erase [Gentiana 
triflora] 

231876 

LIB3197-04 1-Q1-M1-A8 

BLASTX . ■ ' 

g28-27559 

205 

3.0e-16 
70 

59.. 

(AL02r635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018) putative protein 
[Arabidopsis thaliana] 

231877 

LIB3197-041-Q1-M1-B12 

BLASTX 

g3201627 

152 

7.0e-10 - - . 

44 

61 

(ACQ04669) putative SWHl protein [Arabidopsis thaliana] 
231878 

LIB3197-041-Q1-M1-B3 

BLASTX 

g2811278 

561 

8.0e-58 

134 

77 

(AF04 3284) expansin [Gossypium hirsutum] 
231879 

LIB3197-041-Q1-M1-B5 

BLASTX 

g2738.949 



33375 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



522 

2.0e-53 ' 

109 

90 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 

231880 

LIB3197-041-Q1-M1-B7 

BLASTX 

g3309243 

704 

l.Oe-74 

147 

90 

{AF073507) 
limon] 



aconitase-iron regulated protein 1 [Citrus 



231881 

LIB3197-041-Q1-M1-B8 

BLASTX 

g3834321 

632 

3.0e-66 

135 " • - 

92 - 

(AC005679) Strong similarity to F13P17 . 9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis ^thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 

231882 

LIB3197-041-Q1-M1-B9 
BLASTX 
g4325282 
604 
, 7.0e-63 
135 
81 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_432528 6_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

231883 

LIB3197-041-Q1-M1-C1 

BLASTX 

g4544399 

380 

l.Oe-36 

146 

50 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



231884 

LIB31 97-04 1-Ql-Ml-ClO 
BLASTX 



33376 





NCBI GI 


g2058456 




BLAST score 


577 




E value 


l.Oe-59 




Ma1"ph lpna"l"h 


115 






97 






^rififi4nfil nTP— hi ndi nrr n'ro1"Pin f Arahi don<? "i <? 1"hfllr;^nal 






>ai 2345150 ah AAB67830 (AF014822) develoomentallv 






TPCfulatpd GTP bindinCT OTotpin F ATahirion^ "i «5 ■hhalian;^! 




Seer No 


231885 




Sea ID 


LIB31 97-04 1-Ql-Ml-Cll 




Method 


BLASTX 




NCBI GI 


g4107343 




BLAST score 


173 




E value 


2.0e-12 




Mairh lencrth 


97 




% identity 


38 




NCBI Descriotion 


(AJ224922) ATP citrate Ivase fSordaria marroqnorp^l 




Se<5. No. 


231886 


. 


Seq. ID 


LIB3197-041-Q1-M1-C12 


Dl 


Method 


■ BLASTX 


ffl 


NCBI GI 


g2078350 




BLAST score 


275 




E value 


3 . 0e^24 ^ 


ri 


Ma t*ph lpncrt"h 


120 




% identitv 


51 


™. 


MPRT Dpcipr 1 nl" "1 on 


^TlQ^QP*^^ T^i n ^ 1 Ho 1 ;5 ^ p f^ol^^nnni ■hnHpT'o^nm 1 




Seq. No. 


231887 




Seq. ID 


LIB3197-041-O1-M1-C2 


i s 


Method 


BLASTX 




NCBI GI 


g2160166 


= 


BLAST score 


352 


Q 


R va 1 UP 


2 Oe-33 


G 




142 




% i ripn1" i t" v 

o ^ v-i^ 1 1 1_ ^ w y 


57 




NPRT Dp p T 1 ini" 1 on 






Sea. No. 


231888 




Sea ID 


LIB3197-041-O1-M1-C5 




Method 


BLASTX 




NCBI GI 


g4455293 




BLAST score 


378 




E valup 


2 Oe-36 




M^3t"ph 1 pnrrth 


87 




% identity 


91 ^ , ■ 




NPRT Dp s p T" 1 nt "i on 


/ATiD'^SSPftl on t a? "h i vp "nT*0'l~p"in FATshi Hoo cit^ ■t"}^^1"i;^n^il 




Seq. No. 


231889 




Seq. ID 


LIB3197-041-Q1-M1-C6 




Method 


BLASTX 




NCBI GI 


g3080400 




BLAST score 


373 




E value 


8. Oe-36 




Match length 


80 




% identity 


88 



3337-7 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL022603) putative protein [Arabidopsis thaliana]. 
■>gi_4 455264_emb_CAB36800. 1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

231890 

LIB3197-041-Q1-M1-C7 

BLASTX 

g3334115 

301 

2.0e-27 

80 

75 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutxom] 



01 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity .r,.' 

NCBI Description 



231891 

LIB3197-041-Q1-M1-C9 

BLASTX 

gl724102 

443 

4.0e-44 

89 " . 
96 ' , - 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemuin crystallinum] 

231892 

LIB31 97-04 1-Ql-Ml-Dl 

BLASTX 

g3182981 

525 

l.Oe-53 

127 

78 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score" 
E value 
Match length 



231893 

LIB3197-041-Q1-M1-D10 

BLASTX 

gl724102 

519 

6. Oe-53 

117 

85 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

231894 

LIB31 97-04 1-Q1-M1-D12 

BLASTX 

g729475 

389 

l.Oe-37 
119 



33378 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score'-'- 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

FLAP ENDONUCLEASE-1 (MATURATION FACTOR 1) (MFl) 

>gi_1362788_pir A56531 DNA structure-specific endonuclease 

FENl - human >gi_704377_bbs_157592 DNase IV=nuclear 42 kda 
5' -> 3* exonuclease [human, HeLa cells, Peptide, 380 aa] 
>gi_642090 (L37374) endonuclease [Homo sapiens] >gi_3169155 
(AC004770) FEN1_HUMAN; MATURATION FACTOR 1 (MFl); DNase IV; 
RAD2_HUMAN [Homo sapiens] >gi_3980293_emb_CAA54 166_ 
{X76771) flap endonuclease-1 [Homo sapiens] 

231895 

LIB3197-041-Q1-M1-D5 
BLASTX 
g3790102 . 
'732 
7.0e-78 
146 
88 

(AF095521 ) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 

231896 

LIB3197-041-Q1-M1-D8., 

BLASTX 

g3122386 

506 

2.0e-51 

113 

82 

WD-40 REPEAT PROTEIN MSIl >gi_2394227 (AF016845) WD-40 
repeat protein [Lycopersicon esculentum] 



Seq. No. 


231897 


Seq. ID 


LIB3197-041-Q1-M1-E1 


Method 


BLASTX 


NCBI GI 


g2407790 


BLAST score 


422 . 


E value 


l.Oe-41 


Match length 


139 


% identity 


18 


NCBI Description 


(AF019910) grrl [Glycine max] 


Seq. No. 


231898 


Seq. ID 


LIB3197-041-Q1-M1-E11 


Method 


BLASTX 


NCBI GI 


g2655008 


BLAST score 


319 


E value 


2.0e-29 


Match length 


112 


% identity 


54 


NCBI Description 


(AF017144) (1-4) -beta-mannan endohydrolase 




esculentum] 


Seq. No. 


231899 


Seq. ID 


LIB3197-041-Q1-M1-E12 


Method 


BLASTX 


NCBI GI 


g3108053 



33379 



BLAST score 
E value :.. 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



752 

3.0e-80 

150 

96 

(AF056326) myo-inositol 1-phosphate synthase; INOl [Zea 
mays] 

231900 

LIB3197-041-Q1-M1-E2 

BLASTX 

g2493046 

404 

2.0e-39 

112 

72 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir ^A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta* chain precursor - sweet potato 

>gi_217 938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 

delta subunit [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231901 

LIB3197-041-Q1-M1-E5 
BLASTX 

g401322 ' 
384 

4..0e-37 

88 

86 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 
subunit [Gossypium hirsutum] 

231902 

LIB3197-041-Q1-M1-E6 

BLASTX 

gl082766 

212 

6.0e-17 " 

52 

73 

ribosomal protein L29 - human >gi_7 93843_emb_CAA89008_ 
(Z49148) ribosomal protein L29 [Homo sapiens] 

231903 

LIB3197-041-Q1-M1-F1 

BLASTX 

g4335750 

271 

7.0e-24 

84 

54 

(AC006284) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



231904 

LIB3197-041-Q1-M1-F10 



33380 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No:;- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g232024 

768 

4,0e-82 . . - 

144 

100 

PROTEIN E6 >gi_421806_pir ^A4 6130 fiber protein - upland 

cotton >gi_2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) - upland cotton >gi_167323 (M92051) 5* start site 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 

231905 

LIB3197-041-Q1-M1-F11 
BLASTX 
'g2252824 
340 

6.0e-32 

126 

58 

(AF013293) No definition line found [Arabidopsis thaliana] 
231906 

LIB3197-041-Q1-M1-F12 

BLASTX 

gl703129 

524 . 

l.Oe-53 

97 

99 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 {U27981) actin-11 [Arabidopsis 
thaliana] 

231907 

LIB3197-041-Q1-M1-F2 

BLASTX 

g3183454 

207 

2.0e-i6 

94 

43 

HYPOTHETICAL 30.7 KD PROTEIN IN MCPC-KINA INTERGENIC REGION 
>gi_2632217_emb_CAA10859_ (AJ222587) YJcwC protein [Bacillus 
subtilis] >gi_2633767_emb_CAB13269_ (Z99111) similar to 
3-hydroxyis9butyrate dehydrogenase [Bacillus subtilis] 

231908 

LIB31 97-04 1-Q1-M1-F4 

BLASTX 

g3360289 

439 

2.0e-43 

102 

83 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



33381 



o c • ^ • 


231909 


Seq. ID 


LIB3197-041-Q1-M1-F5 


Method 


BLASTX 


^ O X \3 X 


al041706 


ourio 1 oo^xc? 


4 48 


Ei V dX 


1 np-44 

X . W C *i *4 




103 






MPRT noQr^Y"! r^*t" "i Pin 
LNVii^OX o ^X X^ L. X^Jli 


\ \j ^ \j *i \j \j f CA^diioxii u I, nx duxu-u^o X o L.iidxxdiidj 


Seq. No. 


231910 


Seq. ID 


LIB31 97-04 1-01-M1-F7 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


357 


U V d JL \-* w 


9. Oe-51 


M^'tT'h Ipnrrt'h 


127 


% idpnt 11" V 


83 


LN^OX O v.' X X ^ L. X 1^1 1 


RRASSIN09TRR0Tn-RR(^riT<ATRD PROTRTN RRIJl >ni "^474 fT.> 




Jk,^ X d O O X 1 1^ O L> C7 X X X C ^ LLX d L- V? LI ^XL^L-CZXll ^OXyOXllC ILldA^ J 


O 1^ > LNt.*? • 


231 911 

-J ±. ^ X X 


Seq. ID 


LIB31 97-04 1-01-M1-F8 


Method 


BLASTX 


NCBI GI 


g2275210 




156 


Hi V d X U.C 


2.0e-10 


Lid L. oil •XC^lll^L.ll 


ft 1 

O X 


St ■iHpn't"'!t\/ 

O X V_AC 11 I. X ^ Y 


43 


LNV_fOX L/C O LvX X^ L. XOll 


^APnn^^^7^ r^^'nit*iH\7l— rM"nT\/1 (^iq— ■hr'a'nQ iq mno r"aGO \ color 
^ \j ^ «j w> / } ^c^L.XL<iyx ^xuxyx oxo uxdiio x o ljiuc^x doc? xo(.jxv.^l 




FAy^Hki HooQi Q ■f~hal t ^Tt^l 
[_r^x dJ^x Uv^^o X o L-iidXXdiXdj 


O C . L>f ^ • 


231912 


Seq.' ID 


LIB3197-041-Q1-M1-G1 


Method 


BLASTX 


NPRT GT 

LX \^ U X \J X 


a3395427 






£j V dX U.C 




iidL-Oll Xdi^L,Il 


Tin 

X X VJ 


^ Xv_l.Cll L. X L, y 




iNwDX i^c o ox X^ L. XUli 


^ no u w *i o o J y Liii j\.iiu wii ^xvjLcxii 1^ nx duxu^j^o X o LiidXxdiidj 


9pn Kin 


231913 

^ ^ X ^ X ^ 


Seq. ID 


LIB31 97-04 l-Ol -Ml -GIO 


Method 


BLASTX 


NCBI GI 


g2833380 


BLAST score 


299 


E value 


3.0e-27 


Match length 


120 


% identity 


56 


NCBI Description 


RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 2 ( PHOSPHORIBOSYL 




PYROPHOSPHATE SYNTHETASE 2) ( PRS II) 



>gi_214 6772_pir S71262 ribose-phosphate pyrophosphokinase 

(EC '2.7.6.1) II - Arabidopsis thaliana (fragment) 
>gi_1064885_einb_CAA63552_ (X92974) phosphoribosyl 
pyrophosphate synthetase II [Arabidopsis thaliana] 



33382 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No-. 

Seq. '-ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLA5T score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



231914 

LIB3197-041-Q1-M1-G12- ' 

BLASTX 

gl220196 

807 

l.Oe-86 

150 

100 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
231915 

LIB3197-041-Q1-M1-G2 

BLASTX 

g2558654 

391 

6.0e-38 

141 

56 

(AC002354) No definition line found [Arabidopsis thaliana] 
231916 

LIB3197-041-Q1-M1-G3 

BLASTX 

g2119937 

378 

2.0e-36 

79 

91 

translation initiation factor eIF-4A.13 - common tobacco 
( fragment) 

231917 

LIB3197-041-Q1-M1-G4 

BLASTX 

g2213610 

165 

3.0e-20 

ai 

50 

{AC000103) F21J9.4 [Arabidopsis thaliana] 
231918 

LIB3197-041-Q1-M1-G5 

BLASTX 

g2980788 

257 

3.0e-22 

136 

46 

{AL022197) putative protein [Arabidopsis thaliana] 
231919 

LIB31 97-04 1-Q1-M1-G7 

BLASTX 

g2827713 

376 



33383 



Lii VCtXLlO 
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1 "i IfP OT*o1"Pi n rAT;=*hi Hoo^^i <5 "("hsl i p^n^il 

XX^C Li^X L^ Ui e X i i ^ x^i. dU X Uw^O X O U i id -L ^.L di id J 


cpcf No 

C U • 1^ w • 


231920 




LIB31 97-04 1-01-M1-G9 


Method 


RT.A9TX 


NPRT Gl 


all70898 




507 


E value 


l.Oe-51 


Match length 


122 


ft "i Hpnl" "i t v 


84 


KFPRT n^cip'r 1 of" "i on 


MAT.ATR DEHYDROGENASE. MITOCHONDRIAL PRECURSOR 


>rri fiPQfi^Q 01 r* S44167 Tnal^3l~p rfphvHTorrpn^ sp mi "hophonHTi a 

A. \J £^ ^ \J ^ Zf ^ XX kJ*3lXfJ/ illd J. d U e Ueii jr l^X U^^eiidOC/ iUXL>^v.^i iwi i^J — 1- d . 




- cider tree >ai 473206 emb CAA55383 fX78800) 




TTi 1 1" ophonrlT 1 3 1 inalatp dehvdroapnasp rEiipa 1 voi"!!*? oimniil 


Sea. No. 


231921 


Seq. ID 


LIB3197-041-Q1-M1-H1 


Method 


BLASTX 


NCBI GI 


gl617036 


t f 1 II— 1 1 J 1 O O Vi/ J- G 


370 


J_j V Ct X Lie 


2 . Oe-35 


Mai*ph 1 onrr+'h 




% "i Hpn1" i 1" V 


75 


NPRT n*^ C5 n "T 1 o1~ "i nn 

iN^O± L/CO ox X^ L.XVJXi 


\XVJOU£.*3/ ±CL.i^ ^VXVJiid Lii itJLlXOLiXdL.dJ 


Cfarr No 


231922 

£-t ^ ^ ^ 


• J. 


T.TR'^1 97-041 -01 -M1 -Hi 0 

XjXO-JXi?/ W*xX S^X i> J X li X Lf 


Method 


BLASTX 


NCBI GI 


g3128175 


RT.A9T <5Porp 


181 


Cj V ci X Lie 


Dp-I ? 

J • W C X o 




inn 

X VJ VJ 


ft ■iH^'n'f~ii"\7 
o X yjixz i i X ^ y 


39 


LN^^OJ. o v^x X^ U X^Jil 


^APnn4R^1 \ nn Vn own OTO'honn TZVy^^hi Hoo qt d "hh^sl i^anj^l 
\tri\^\j yj '± 'J ^ X ] LiiX rwiiL^ wii ^xVh^L.exii nx dJw'xuw^o X o uiidxxdiidj 


Cciz-T No 


?3i q:?*^' 

£. ^ X J £. ^ 


ciprr TD 


LTR3197-04 1-Ol-Ml-Hll 

J-lXiJ.JX.7r W^X S&X LJX iiXX 


Mp1~ hofi 


BLASTX 


NCBI GI 


gl848212 


BLAST score 


536 


£j V d X Lie 


4 Oe-SS 


LiCtL-L^ll Xdl^^L.!! 


116 

X X \J 


ft T Horii" 1 "t" \7 
^ XL>LdiL.XL.y 


4 9 


NPRT Dp <5 prT nt" i on 


fYl1?n9^ OToi'p'in rfi snlf idp — i «?orTiPT3c;p otpphtciot TNt po1~ "i ans 

\XXXC\JZ^f ^J-^^L>e-l.ii V^^OLi«L^^\^e .to WilieX dOe ^XeOLiJ-OWX ^iN-LV_>\^L>-Ldiid 




■f- aHa pmn 1 


Seq. No. 


231924 


Seq. ID 


LIB3197-041-Q1-M1-H12 


Method 


BLASTX 


NCBI GI 


g541950 


BLAST score 


245 


E value 


2.0e-21 


Match length 


52 



33384 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

SPCPl protein - soybean >gi_310576 (L12257) nodulin-26 
[Glycine max] 

231925 

LIB3197-041-Q1-M1-H3 

BLASTX 

g729623 

454 

3.0e-45 

106 

85 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 5 PRECURSOR (GRP 
78-5) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 

5) (BIP 5) >gi_100340_j5ir S21880 heat shock protein BiP 

homolog blp5 - common tobacco >gi__19813_emb_CAA42660_ 
(X60058) luminal binding protein (BiP) [Nicotiana tabacum] 

231926 

LIB3197-041-Q1-M1-H5 

BLASTX 

gll70507 

727 

3.0e-77 

144 

97 

EUKARYOTIC INITIATION FACTOR 4A-3 {EIF-4A-3) 

>gi_100276_pir S22579 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ {X61206) 
nicotiana, eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginif olia] 

231927 

LIB3197-041-Q1-M1-H8 

BLASTX 

g3650037 

433 

7.0e-43 

103 

82 

(AC005396) 
thaliana] 



auxin-responsive GH3-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI ■'• 



231928 

LIB3197-041-Q1-M1-H9 

BLASTX 

g2811278 

479 ■ 

3.0e-48 

102 

86 

(AF043284) expansin [Gossypium hirsutum] 
231929 

LIB3197-042-Q1-M1-A7 

BLASTX 

g416758 



33385 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



166 

9.0e-12 ■ 

77 

45 

SERINE CARBOXY PEPTIDASE PRECURSOR >gi_166674 (M81130). 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_44 5120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

231930 

LIB3197-042-Q1-M1-A9 

BLASTX 

g2984709 

357 

3,0e-34 

71 
96 

(AF053468) DnaJ-related protein ZMDJl [Zea mays] 
231931 

LIB3197-042-Q1-M1-B1 

BLASTX 

g4432830 

482 

l,0e-48 - 

121 

71 

{AC006283) similar to pheromone receptor deficient mutant 
[Arabidopsis thaliana] 

231932 

LIB3197-042-Q1-M1-B2 

BLASTX 

gl483150 

371 

l.Oe-35 

84 

80 

(D84417) monodehydroascorbate reductase [Arabidopsis" 
thaliana] 

231933 

LIB3197-042-Q1-M1-B3 

BLASTX 

gll2972 

568 

l.Oe-58 

128 

85 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 
>gi_167546 {M92660) aspartate aminotransferase [Daucus 

carota] >gi_445587_prf 1909339A Asp aminotransferase 

[Daucus carota] 

231934 

LIB3197-042-Q1-M1-B9 
BLASTX 



33386 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2194118 ■ 

195. 

6.0e-15 

68 

54 

(AC002062) F20P5.4 gene product [Arabidopsis thaliana] 
231935 

LIB3197-042-Q1-M1-C1 

BLASTX 

g4097579 

583 

2.0e-60 

121 

88 

{U64922) NTGPl [Nicotiana tabacum] 
231936 

LIB3197-042-Q1-M1-C2 

BLASTX 

g2507422 

446 

2.0e-44 

107 

86 

CYSTATHIONINE GAMMA-SYNTHASE PRECURSOR (CGS) 
(0-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi_3293261 (AF039206) 
cystathionine gamma -synthase precursor [Arabidopsis 
thaliana] 



Seq.; No. 


231937 


Seq. ID 


LIB3197-042-Q1-M1-C7 


Method 


BLASTX 


NCBI GI 


g2246442 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


70 


% identity 


46 


NCBI Description 


(U63298 ) farnesyltransf erase 


Seq. No. 


231938 


Seq. ID 


LIB3197-042-Q1-M1-F10 


Method 


BLASTX 


NCBI GI 


g2749939 


BLAST score 


169 


E value 


7.0e-12 


Match length 


55 


% identity 


56 


NCBI Description 


(U70999) CCSl [Chlamydomonas 




(U71000) CCSl [Chlamydomonas 


Seq. No. 


231939 


Seq. ID 


LIB3197-042-Q1-M1-F11 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


626 


E value 


2.0e-65 



33387 



Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



116 

9T ' 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

231940 

LIB3197-042-Q1-M1-F4 

BLASTX 

g4490736 

459 

7.0e-46 
140 
.39 

(AL035708) putative protein [Arabidopsis thaliana] 
231941 

LIB3197-042-Q1-M1-G10 

BLASTX 

g3121853 

159 

l.Oe-10 

132 * 

32 ^ 

CHLORIDE INTRACELLULAR CHANNEL PROTEIN 2 (XAP121) 
>gi_2584785_einb_CAA73228_ (Y12696) p64 bovine chloride 
channel-like protein [Homo sapiens] 

231942 

LIB3197-042-Q1-M1-G11 

BLASTX 

g4512671 

189 

6.0e-15 
59 

73 ... ■ 

(AC006931) unknown protein [Arabidopsis thaliana] 

231943 

LIB3197-042-Q1-M1-G12 

BLASTX 

g4406372 

278 

l.Oe-24 

99 

57 

{AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

231944 

LIB3197-04 2-Q1-M1-G5 

BLASTX 

g3646373 

340 

2.0e-32 
69 



33388 



%• identity 

NCBI Description 



91 

(AJ011078) RGPl protein [Oryza' sativa] 



Seq. No. 


231945 


Seq. ID 


LIB3197-042-Q1-M1-H10 


Method 


BLASTX 


NCBI GI 


g2146731 


BLAST score 


568 


E value 


l.Oe-58 


Match length 


141 


% identity 


31 


NCBI Description 


FK506-binding protein - Arabidopsis thaliana >gi_1354 




(U4 9453) rofl [Arabidopsis thaliana] 


Seq. No. 


231946 


Seq. ID 


LIB31 97-04 2-Ql-Ml-Hll 


Method 


BLASTX 


NCBI GI 


g2623300 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


74 


% identity 


66 


NCBI Description 


(AC002409) putative protein phosphatase 2C [Arabidops 




thaliana] 


Seq. No. 


231947 


Seq. ID 


LIB3197-042-Q1-M1-H12 


Method 


BLASTX 


NCBI GI 


g2911047 


BLAST score 


400 


E value 


5.0e-39 


Match length 


113 


% identity 


70 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq. No. 


231948 


Seq. ID 


LIB31 97-04 2-Q1-M1-H4 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


265 


E value 


4 .Oe-23 


Match length 


146 


% identity 


40 


NCBI Description 


(AC003114) Contains similarity to protein phosphatase 




(ABIl) gb_X78886 from A. thaliana. [Arabidopsis thali. 


Seq. No. 


231949 


Seq. ID 


LIB3197-042-Q1-M1-H5 


Method 


BLASTX 


NCBI GI 


gl69989 


BLAST score 


515 


E value 


2.0e-52 


Match length 


111 


% identity 


90 - - . 



NCBI Description (L12157) NADPH-specif ic isocitrate dehydrogenase [Glycine 
max] 



33389 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231950 

LIB3197-043-Q1-M1-A10 

BLASTX 

g2244839 

355 

l.Oe-33 

153 

15 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231951 

LIB3197-043-Q1-M1-A5 

BLASTX 

gl657617 

486 

5.0e-49 

110 

85 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 {AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



CpCT No 


231952 


Seq. ID 


LIB3197-043-Q1-M1-A6 


Method 


BLASTX' 


NCBI GI 


al418990 


BLAST score 


283 




3.0e-25 


Match length 


71 


% identity 


75 


NCBI Description 


(Z75524) unknown [Lycopersicon esculentum] 


Seq. No. 


231953 


Seq. ID 


LIB3197-043-Q1-M1-B10 


Method 


BLASTX 


NCBI GI 


g3402279 


BLAST score 


622 


E value 


■ 5.0e-65 


Match length 


127 


% identity 


91 


NCBI Description 


(AJ000999) putative beta-subunit of K+ channels 




tuberosum] 


Seq. No, 


231954 


Seq. ID 


LIB3197-043-Q1-M1-B11 


Method 


BLASTX 


NCBI GI 


g3236248 


BLAST score 


476 


E value 


6.0e-48 


Match length 


131 


% identity 


72 


NCBI Description 


(AC004 684) unknown protein [Arabidopsis thalian; 


Seq. No. 


231955 


Seq. ID 


LIB3197-043-Q1-M1-B5 


Method 


BLASTX 


NCBI GI 


g2832658 



33390 



BLAST score 


175 


i-j ' V d ^ Lie 


l.Oe-12 




114 

X X *3 


9; "iHpn+"'i+"\/" 

o X 1 L- -1- 


34 




^ZXT.n^l 71 (W 01 i'l~^5t'TT7P 'piT*o"t"P"in rAr'^hiHoo^iQ "hhi^lianal 


Sea No 


231956 


Seq. ID 


LIB31 97-04 3-Q1-M1-F2 


Method 


BLASTX 


NCBI GI 


g4455365 


RTiAST spore 

i_J ±JAX*^ X V--- X. ^ 


153 


F. 1 IIP 


5.0e-10 




31 


% identitv 


87 


NPRT np«?pr 1 d1" "i nn 

IM \^ LJ J. U C Va» J_ J. U- U. 1 1 


{ ATjO S 4 ^ nut a t i VP nrotpin fArahi rion^^ is 1"hAlianal 


Seq. No. 


231957 


Seq. ID 


LIB31 97-04 3-Ql-Ml-Gl 


Method 


BLASTX 


NCBI GI 


g4510395 


BLAST score 


545 


E value 


5.0e-56 


Match Ipncith 


133 


3; 'iHpnt"'ii"\/ 

X\^dlLiXL.y 


73 . : • 


NCBI Descrio'hion 


fAr'nnfiSft7V r>n't"a1~ivp hpl" a — rra 1 a ci" OS 1 Ha sp orpcnrsor* 

\ LX\^ \J \J \J ^ \J 1 / kiT LX O L> -1- V ^ Jta/^ d ^ Cl X CI w W O X VXd O w r' X ^ \^ LX X O w J_ 




fArahi Hoosi s "hhal "i ^^inal 

l_x^X CLJh^XUwk^O X O i_ 1 iCL X X Cll iCl J 


Sea" No 


231958 


Seq. ID 


LIB31 97-04 3-Q1-M1-G3 


Method 


BLASTX 


NCBI GI 


g4521249 


BLAST score 


523 


R v;=9 1 IIP 


2 Oe-53 


Mp"t~ph lpnrTi"h 


133 


% idpnt It V 


77 


NPRT Dp ^c T" 1 dI" i on 


fAROi^giP) DNA hplicasp TMiis mnsrnlnsl 


Sea No 


231959 


Seq. ID 


LIB3197-04 3-O1-M1-G7 

XJXU<^X^/ ilX * 


Method 


BLASTX 


NCBI GI 


g2335098 


RTiAST scnrp 


481 


F, v;=5 1 IIP 


2 . Oe-48 


Mat*ch Ipnrr'hH 


146 

X 1 v> 


9c -1 Hpnt 1 t V 


63 


MPRT Dp Qn T* 1 o"t~ 1 on 


^APnn^'^'^Ql nnlrn own OT'0"h*sin TAtj^V^tHooqic +*Ha1ian^l 

\r\\^\J\J ^ ^ ^ ^ ) \JilU\.ll\JVi 11 ^XV^UCXll [_ nx di^X VXL^^O X O LliCtXXClliClJ 


Sea. No. 


231960 


Seq. ID 


LIB3197-043-Q1-M1-G8 


Method 


BLASTX 


NCBI GI 


g2498329 


BLAST score 


367 


E value 


4.0e-43 


.Match length 


131 . 


% identity 


71 



NCBI Description PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 

33391 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

,% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_I335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

231961 

LIB3197-043-Q1-M1-G9 

BLASTX 

g3150402 

99 

3.0e-10 

48 

85 

{AC004165) putative malonyl-CoA: Acyl carrier protein 
transacylase [Arabidopsis thaliana] 

231962 

LIB3197-043-Q1-M1-H1 

BLASTX 

g2129499 

607 

3.0e-63 
125 

91 . • 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 {U30506) E6 [Gossypium hirsutum] 

231963 

LIB3197-04 3-Q1-M1-H2 

BLASTX 

g2160322 

517 

l.Oe-52 

101 

95 

(D16139)-^. cytokinin binding protein CBP57^ [Nicotiana 
. sylvestris] 

231964 

LIB3197-043-Q1-M1-H3 

BLASTX 

gl345132 

698 

7.0e-74 

155 

86 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

231965 

LIB3197-043-Q1-M1-H7 

BLASTX 

g267069 



33392 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



363 

6.0e-40 ^ 

90 

92 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

231966 

LIB3197-043-Q1-M1-H8 

BLASTX 

g606942 

293 

2.0e-26 

111 

59 

(U13760) unknown [Gossypium hirsutum] 
231967 

LIB3197-04 4-Q1-M1-A1 

BLASTX 

gl703115 

439 

8.0e-44 

83 

99 

ACTIN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana' >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_323.6244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match Length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231968 

LIB3197-04 4-Q1-M1-A11 

BLASTX 

g730125 

147 

2.0e-09 

54 

59 

NADPH-CYTOCHROME P450 REDUCTASE >gi_322739_pir S31502 

NADPH — f errihemoprotein reductase (EC 1.6.2.4) - Madagascar 

periwinkle >gi_18139_einb_CAA49446_ (X69791) 

NADPH — f errihemoprotein reductase [Catharanthus roseus] 

231969 

LIB3197-044-Q1-M1-A12 

BLASTX 

g2642238 

368 

2.0e-35 

84 

89 

{AF031241) endoplasmic reticulum HSC70-cognate binding 
protein precursor [Glycine max] 



Seq. No. 



231970 



33393 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-04 4-Q1-M1-A3 

BLASTX 

g3337366 

299 

2.0e-27 

108 

57 

(AC0044 81) unknown protein [Arabidopsis thaliana] 
231971 

LIB3197-04 4-Q1-M1-A5 

BLASTX 

g267069 

453 

2.0e-45 

88 

95 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
.(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231972 

LIB3197-04 4-Q1-M1-A6 

BLASTX 

gl527172 

191 

5.0e-19 

76 

55 

(U67676) alpha-2 tubulin 
>gi_l 53219 3_gb_AAB 0 7 8 9 1_ 
medicinalis] 



[Hirudo medicinalis] 

(U67678) alpha-2 tubulin [Hirudo 



Seq. No. 


231973 


Seq. ID 


LIB3197-04 4-Q1-M1-B1 


Method 


BLASTX 


NCBI GI 


g3158376- 


BLAST score 


162 


E value 


l.Oe-13 


Match length 


80 


% identity 


54 


NCBI Description 


{AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


231974 


Seq. ID 


LIB3197-044-Q1-M1-B12 


Method 


BLASTX 


NCBI GI 


g2245394 


BLAST score 


247 


E value 


4.0e-21 


Match length 


75 


% identity 


64 


NCBI Description 


{U89771 ) ARFl-binding protein [Arabidopsis 


Seq. No. 


231975 


Seq. ID 


LIB3197-044-Q1-M1-B3 


Method 


BLASTX 



33394 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512712 
144 

4.0e-09 

97 

30 

(AC006569) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231976 

LIB31 97-04 4-Q1-M1-B5 

BLASTX 

g3540178 

320 

l.Oe-29 

116 ■ - 

58 

(AC004122) calcium-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI '* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231977 

LIB3197-044-Q1-M1-B7 

BLASTX 

gll74613 

509 

5.0e-52 

100 

98 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_dbj_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
satival 



Seq. No. 


231978 


Seq. ID 


LIB3197-044-Q1-M1-C11 


Method 


BLASTX 


NCBI GI 


g2580440 


BLAST score 


236 


E value 


6.0e-20 


Match length 


115 


% identity.. 


48 


NCBI Description 


(D87261) PCF2 [Oryza sativa] 


Seq. No. 


231979 


Seq. ID 


LIB3197-044-Q1-M1-C12 


Method 


BLASTX 


NCBI GI 


gl762142 


BLAST score 


396 


E value 


2.0e-38 


Match length 


142 


% identity 


55 


NCBI Description 


(U48434) putative cytochrome 


Seq. No. 


231980 


Seq. ID 


LIB3197-04 4-Q1-M1-C6 


Method 


BLASTX 


NCBI GI 


g2191128 


BLAST score 


384 


E value 


4.0e-37 



33395 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
64 

(AF007269) belongs to the L5P family of ribosomal proteins 
[Arabidopsis thaliana] 

231981 

LIB3197-04 4-Q1-M1-C7 

BLASTX 

g2801536 

435 

4.0e-43 

141 

60 

(AF039531) lysophospholipase homolog [Oryza sativa] 
231982 

LIB3197-04 4-Q1-M1-D11 

BLASTX 

g3021506 

499 

7.0e-51 

119 

86 

(X96727K isocitrate dehydrogenase (NAD+) [Nicotiana 
t aba cum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E, value 
Match length 
% identity 



231983 

LIB3197-04 4-Q1-M1-D12 

BLASTX 

g731097 

300 

3.0e-27 

124 

52 

VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 

(V-ATPASE 28 KD ACCESSORY PROTEIN) >gi_108308 6_pir ^A55910 

subunit D vacuolar H(+)-ATPase - bovine >gi_517446 (U11927) 
vacuolar H-ATPase subunit D [Bos gaurus] 

231984 

LIB3197-04 4-Q1-M1-D2 

BLASTX 

g2982303 

419 

3.0e-41 

94 

82 

(AF051236) hypothetical protein [Picea mariana] 
231985 

LIB3197-04 4-Q1-M1-D3 

BLASTX 

gll74592 

527 

5.0e-54 

98 

99 



33396 



♦ 



y " 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TUBULIN ALPHA-1 CHAIN >gi^2119270_pir S6.0233 alpha-tubulin 

- garden pea= >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] * 

231986 

LIB3197-04 4-Q1-M1-D5 

BLASTX 

g541951 

404 

2.0e-39 

128 

63 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 

231987 

LIB3197-04 4-Q1-M1-D6 

BLASTX 

g2398807 

354 

l.Oe-33 

107 

64 

(Z99091) succinate dehydrogenase [Schizosaccharomyces 
pombe 1 ' 

231988 

LIB3197-04 4-Q1-M1-E1 

BLASTX 

g2738949 

491 

l.Oe-49 

102 

90 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 

231989 

LIB3197-04 4-Q1-M1-E10 

BLASTX 

g3953470 

251 

2.0e-21 

90 

60 

(AC002328) F20N2.15 [Arabidopsis thaliana] 
231990 

LIB3197-044-Q1-M1-E11 

BLASTX 

gl928981 

503 

4.0e-51 

107 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytls] 



33397 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231991 

LIB3197-044-Q1-M1-E3 

BLASTX 

g464846 

340 

4.0e-32 

73 
84 

TUBULIN ALPHA-6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_enib_CAA4 4 8 63_ (X6317S 
alpha-tubulin #6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.--- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
•Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



231992 

LIB3197-044-Q1-M1-E8 

BLASTX 

g3063396 

553 

5.0e-57 

109 

94 

(AB012947) vcCyP [Vicia faba] 
231993 

LIB3197-044-Q1-M1-E9 

BLASTX 

gll747I8 

191 

2.0e-14 

130 

16 

PUTATIVE RECEPTOR PROTEIN KINASE TMKl PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMKl (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

231994 

LIB3197-04 4-Q1-M1-F10 
BLASTX 

g3024017 ' ^ 

414 

8.0e-41 

81 

95 

EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231995 

LIB3197-044-Q1-M1-F11 

BLASTX 

g4165861 

284 

2.0e-25 

136 

24 

(AF006603) histone deacetylase mHDA2 [Mus musculus] 



33398 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



231996 

LIB3197-04 4-Q1-M1-F12 

BLASTX 

g2583123 

340 

4 .Oe-32 

94 

70 

(AC002387) 
thaliana] 



putative nucleotide sugar epiinerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
,Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



231997 

LIB3197-044-Q1-M1-F4 

BLASTX 

g3618343 

195 

6.0e-15 

104 

41 

{AB009398) 26S proteasome subunit p40.5 [Homo sapiens] 
>gi_4506223_ref_NP_002808 . l_pPSMD13_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 

231998 

LIB3197-044-Q1-M1-F7 

BLASTX 

g2935298 

323 

4.0e-30 

83 

75 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

231999 

LIB3197-04 4-Q1-M1-F9 

BLASTX 

g2062167 

329 

7.0e-31 

93 

67 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232000 

LIB3197-044-Q1-M1-G10 . 

BLASTX 

g4204260 

197 

4.0e-15 

61 

61 

(AC005223) 25568 [Arabidopsis thaliana] 



Seq. No. 



232001 



33399 



Seq. ID 
.^Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3197-04 4-Q1-M1-G11 

BLASTX 

g3551960 

426 

4.0e-44 

139 

65 

(AF082033) senescence-associated protein 15 
hybrid cultivar] 



[Hemerocallis 





Seq. No. 


232002 




Seq. ID 


LIB3197-044-Q1-M1-G2 




Method 


BLASTX 




NCBI GI 


g3176098 




BLAST score 


411 




E value 


2.0e-44 




Match length 


141 




% identity 


42 


'z = 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


UJ 


Seq. No. 


232003 


g\ 


Seq. ID 


LIB3197-044-Q1-M1-G4 




Method 


BLASTX 




NCBI GI 


gl724102 




BLAST score 


560 




E value 


l.Oe-57 




Match length 


122 


m 


% identity 


85 


s 


NCBI Description 


(U79766) S-adenosyl-L-homocystein hydrolase; SAH 






[Meseiubryanthemum crystallinum] 


y .= 


Seq. No. 


232004 




Seq. ID 


LIB3197-04 4-Q1-M1-G5 


H 


Method 


BLASTX 




NCBI GI 


g3600054 




BLAST score 


192 




E value 


l.Oe-14 




Match length - 


106. 




% identity 


40 




NCBI Description 


(AF080120) No definition line found [Arabidopsis 




Seq. No. 


232005 




Seq. ID 


LIB3197-044-Q1-M1-G6 




Method 


BLASTX 




NCBI GI 


gl724102 




BLAST score 


509 




E value 


9.0e-52 




Match length 


117 




% identity 


83 




NCBI Description 


(U79766) S-adenosyl-L-homocystein hydrolase; SAH 



[Mesembryanthemum crystallinum] 



"Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232006 

LIB3197-044-Q1-M1-H2 . 

BLASTX 

gl361974 

192 



33400 



